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1 

NOVEL NUCLEIC ACIDS AND POLYPEPTIDES 

1. CROSS REFERENCE TO RELATED APPLICATIONS 

This application claims the priority benefit of U.S. Provisional Application Serial No. 
5 60/416,186 filed October 2, 2002 entitled "Novel Nucleic Acids and Polypeptides" , which 
contains material previously disclosed in the following applications: U.S. Application Serial 
No. 10/084,643 filed February 26, 2002 entitled "Novel Nucleic Acids and Polypeptides", 
Attorney Docket No. 21272-502; PCT Application Serial No. PCT/USOO/35017 filed 
December 22, 2000 entitled "Novel Contigs Obtained from Various Libraries", Attorney 

10 Docket No. 784CIP3A/PCT; PCT Application Serial No. PCT/US0 1/02623 filed January 25, 
2001 entitled "Novel Contigs Obtained from Various Libraries", Attorney Docket No. 
785CIP3/PCT; PCT Application Serial No. PCT/US0 1/03 800 filed February 5, 2001 entitled 
"Novel Contigs Obtained from Various Libraries", Attorney Docket No. 787CIP3/PCT; PCT 
Application Serial No. PCT/US0 1/04927 filed February 26, 2001 entitled "Novel Contigs 

15 Obtained from Various Libraries", Attorney Docket No. 788CIP3/PCT; PCT Application 
Serial No. PCT/US0 1/04941 filed March 5, 2001 entitled "Novel Contigs Obtained from 
Various Libraries", Attorney Docket No. 789CIP3/PCT; PCT Application Serial No. 
PCT/US01/08631 filed March 30, 2001 entitled "Novel Contigs Obtained from Various 
Libraries", Attorney Docket No. 790CIP3/PCT; PCT Application Serial No. 

20 PCT/US0 1/08656 filed April 18, 2001 entitled "Novel Contigs Obtained from Various 
Libraries", Attorney Docket No. 791CIP3/PCT; all of which are incorporated herein by 
reference in their entirety. 

2. BACKGROUND OF THE INVENTION 

25 

2.1 TECHNICAL FIELD 

The present invention provides novel polynucleotides and proteins encoded by such 
polynucleotides, along with uses for these polynucleotides and proteins, for example in 
therapeutic, diagnostic and research methods. 



2.2 BACKGROUND 

Technology aimed at the discovery of protein factors (including e.g., cytokines, such 
as lymphokines, interferons, circulating soluble factors, chemokines, and interleukins) has 
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matured rapidly over the past decade. The now routine hybridization cloning and expression 
cloning techniques clone novel polynucleotides "directly" in the sense that they rely on 
information directly related to the discovered protein (i.e., partial DNA/amino acid sequence 
of the protein in the case of hybridization cloning; activity of the protein in the case of 
5 expression cloning). More recent "indirect" cloning techniques such as signal sequence 
cloning, which isolates DNA sequences based on the presence of a now well-recognized 
secretory leader sequence motif, as well as various PCR-based or low stringency 
hybridization-based cloning techniques, have advanced the state of the art by making 
available large numbers of DNA/amino acid sequences for proteins that are known to have 

10 biological activity, for example, by virtue of their secreted nature in the case of leader 
sequence cloning, by virtue of their cell or tissue source in the case of PCR-based 
techniques, or by virtue of structural similarity to other genes of known biological activity. 

Identified polynucleotide and polypeptide sequences have numerous applications in, 
for example, diagnostics, forensics, gene mapping; identification of mutations responsible 

15 for genetic disorders or other traits, to assess biodiversity, and to produce many other types 
of data and products dependent on DNA and amino acid sequences. 



3. SUMMARY OF THE INVENTION 

The compositions of the present invention include novel isolated polypeptides, novel 
20 isolated polynucleotides encoding such polypeptides, including recombinant DNA molecules, 

cloned genes or degenerate variants thereof, especially naturally occurring variants such as 
allelic variants, antisense polynucleotide molecules, and antibodies that specifically recognize 
one or more epitopes present on such polypeptides, as well as hybridomas producing such 
antibodies. 

25 The compositions of the present invention additionally include vectors, including 

expression vectors, containing the polynucleotides of the invention, cells genetically engineered 
to contain such polynucleotides and cells genetically engineered to express such 
polynucleotides. 

The present invention relates to a collection or library of at least one novel nucleic acid 
30 sequence assembled from expressed sequence tags (ESTs) isolated mainly by sequencing by 
hybridization (SBH), and in some cases, sequences obtained from one or more public 
databases. The invention relates also to the proteins encoded by such polynucleotides, along 
with therapeutic, diagnostic and research utilities for these polynucleotides and proteins. These 
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nucleic acid sequences are designated as SEQ ID NO: 1-684, or 1369-1966 and are provided in 
the Sequence Listing. In the nucleic acids provided in the Sequence Listing, A is adenine; C is 
cytosine; G is guanine; T is thymine; and N is any of the four bases or unknown. In the amino 
acids provided in the Sequence Listing, an asterisk (*) corresponds to the stop codon. 
5 The nucleic acid sequences of the present invention also include, nucleic acid sequences 

that hybridize to the complement of SEQ ID NO: 1-684, or 1369-1966 under stringent 
hybridization conditions; nucleic acid sequences which are allelic variants or species 
homologues of any of the nucleic acid sequences recited above, or nucleic acid sequences that 
encode a peptide comprising a specific domain or truncation of the peptides encoded by SEQ 
10 ID NO: 1-684, or 1369-1966. A polynucleotide comprising a nucleotide sequence having at 
least 90% identity to an identifying sequence of SEQ ID NO: 1-684, or 1369-1966 or a 
degenerate variant or fragment thereof. The identifying sequence can be 100 base pairs in 
length. 

The nucleic acid sequences of the present invention also include the sequence 

15 information from the nucleic acid sequences of SEQ ID NO: 1-684, or 1369-1966. The 

sequence information can be a segment of any one of SEQ ID NO: 1-684, or 1369-1966 that 
uniquely identifies or represents the sequence information of SEQ ID NO: 1-684, or 1369-1966. 

A collection as used in this application can be a collection of only one polynucleotide. 
The collection of sequence information or identifying information of each sequence can be 

20 provided on a nucleic acid array. In one embodiment, segments of sequence information are 
provided on a nucleic acid array to detect the polynucleotide that contains the segment. The 
array can be designed to detect full-match or mismatch to the polynucleotide that contains the 
segment. The collection can also be provided in a computer-readable format. 

This invention also includes the reverse or direct complement of any of the nucleic acid 

25 sequences recited above; cloning or expression vectors containing the nucleic acid sequences; 
and host cells or organisms transformed with these expression vectors. Nucleic acid sequences 
(or their reverse or direct complements) according to the invention have numerous applications 
in a variety of techniques known to those skilled in the art of molecular biology, such as use as 
hybridization probes, use as primers for PGR, use in an array, use in computer-readable media, 

30 use in sequencing full-length genes, use for chromosome and gene mapping, use in the 

recombinant production of protein, and use in the generation of anti-sense DNA or RNA, their 
chemical analogs and the like. 
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In a preferred embodiment, the nucleic acid sequences of SEQ ID NO: 1-684, or 1369- 
1966 or novel segments or parts of the nucleic acids of the invention are used as primers in 
expression assays that are well known in the art. In a particularly preferred embodiment, the 
nucleic acid sequences of SEQ ID NO: 1-684, or 1369-1966 or novel segments or parts of the 
5 nucleic acids provided herein are used in diagnostics for identifying expressed genes or, as well 
known in the art and exemplified by Vollrath et al., Science 258:52-59 (1992), as expressed 
sequence tags for physical mapping of the human genome. 

The isolated polynucleotides of the invention include, but are not limited to, a 
polynucleotide comprising any one of the nucleotide sequences set forth in SEQ ID NO: 1-684, 

10 or 1369-1966; a polynucleotide comprising any of the Ml length protein coding sequences of 
SEQ ID NO: 1-684, or 1369-1966; and a polynucleotide comprising any of the nucleotide 
sequences of the mature protein coding sequences of SEQ ID NO: 1-684, or 1369-1966. The 
polynucleotides of the present invention also include, but are not limited to, a polynucleotide 
that hybridizes under stringent hybridization conditions to (a) the complement of any one of the 

15 nucleotide sequences set forth in SEQ ID NO: 1-684, or 1369-1966; (b) a nucleotide sequence 
encoding any one of the amino acid sequences set forth in SEQ ID NO: 1-684, or 1369-1966; 
(c) a polynucleotide which is an allelic variant of any polynucleotides recited above; (d) a 
polynucleotide which encodes a species homologue (e.g. orthologs) of any of the proteins 
recited above; or (e) a polynucleotide that encodes a polypeptide comprising a specific domain 

20 or truncation of any of the polypeptides comprising an amino acid sequence set forth in SEQ ID 
NO: 685-1368 9 or 1967-2564, or Tables 3A, 3B, 5, 7 5 or 8. 

The isolated polypeptides of the invention include, but are not limited to, a polypeptide 
comprising any of the amino acid sequences set forth in the Sequence Listing; or the 
corresponding full length or mature protein. Polypeptides of the invention also include 

25 polypeptides with biological activity that are encoded by (a) any of the polynucleotides having 
a nucleotide sequence set forth in SEQ ID NO: 1-684, or 1369-1966; or (b) polynucleotides that 
hybridize to the complement of the polynucleotides of (a) under stringent hybridization 
conditions. Biologically active variants of any of the polypeptide sequences in the Sequence 
Listing, and "substantial equivalents" thereof (e.g., with at least about 65%, 70%, 75%, 80%, 

30 85%, 90%, 95%, 98% or 99% amino acid sequence identity) that preferably retain biological 
activity are also contemplated. The polypeptides of the invention may be wholly or partially 
chemically synthesized but are preferably produced by recombinant means using the genetically 
engineered cells (e.g. host cells) of the invention. 
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The invention also provides compositions comprising a polypeptide of the invention. 
Polypeptide compositions of the invention may further comprise an acceptable carrier, such 
as a hydrophilic, e.g., pharmaceutically acceptable, carrier. 

The invention also provides host cells transformed or transfected with a 
5 polynucleotide of the invention. 

The invention also relates to methods for producing a polypeptide of the invention 
comprising growing a culture of the host cells of the invention in a suitable culture medium 
under conditions permitting expression of the desired polypeptide, and purifying the 
polypeptide from the culture or from the host cells. Preferred embodiments include those in 
10 which the protein produced by such processes is a mature form of the protein. 

Polynucleotides according to the invention have numerous applications in a variety 
of techniques known to those skilled in the art of molecular biology. These techniques 
include use as hybridization probes, use as oligomers, or primers, for PCR, use for 
chromosome and gene mapping, use in the recombinant production of protein, and use in 
15 generation of anti-sense DNA or RNA, their chemical analogs and the like. For example, 
when the expression of an mRNA is largely restricted to a particular cell or tissue type, 
polynucleotides of the invention can be used as hybridization probes to detect the presence 
of the particular cell or tissue mRNA in a sample using, e.g., in situ hybridization. 

In other exemplary embodiments, the polynucleotides are used in diagnostics as 
20 expressed sequence tags for identifying expressed genes or, as well known in the art and 
exemplified by Vollrath et aL, Science 258:52-59 (1992), as expressed sequence tags for 
physical mapping of the human genome. 

The polypeptides according to the invention can be used in a variety of conventional 
procedures and methods that are currently applied to other proteins. For example, a 
25 polypeptide of the invention can be used to generate an antibody that specifically binds the 
polypeptide. Such antibodies, particularly monoclonal antibodies, are useful for detecting or 
quantitating the polypeptide in tissue. The polypeptides of the invention can also be used as 
molecular weight markers, and as a food supplement. 

Methods are also provided for preventing, treating, or ameliorating a medical 
30 condition which comprises the step of administering to a mammalian subject a 

therapeutically effective amount of a composition comprising a polypeptide of the present 
invention and a pharmaceutically acceptable carrier. 
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In particular, the polypeptides and polynucleotides of the invention can be utilized, 
for example, in methods for the prevention and/or treatment of disorders involving aberrant 
protein expression or biological activity. 

The present invention further relates to methods for detecting the presence of the 
5 polynucleotides or polypeptides of the invention in a sample. Such methods can, for 

example, be utilized as part of prognostic and diagnostic evaluation of disorders as recited 
herein and for the identification of subjects exhibiting a predisposition to such conditions. 
The invention provides a method for detecting the polynucleotides of the invention in a 
sample, comprising contacting the sample with a compound that binds to and forms a 

10 complex with the polynucleotide of interest for a period sufficient to form the complex and 
under conditions sufficient to form a complex and detecting the complex such that if a 
complex is detected, the polynucleotide of interest is detected. The invention also provides a 
method for detecting the polypeptides of the invention in a sample comprising contacting the 
sample with a compound that binds to and forms a complex with the polypeptide under 

1 5 conditions and for a period sufficient to form the complex and detecting the formation of the 
complex such that if a complex is formed, the polypeptide is detected. 

The invention also provides kits comprising polynucleotide probes and/or 
monoclonal antibodies, and optionally quantitative standards, for carrying out methods of the 
invention. Furthermore, the invention provides methods for evaluating the efficacy of drugs, 

20 and monitoring the progress of patients, involved in clinical trials for the treatment of 
disorders as recited above. 

The invention also provides methods for the identification of compounds that 
modulate (i.e., increase or decrease) the expression or activity of the polynucleotides and/or 
polypeptides of the invention. Such methods can be utilized, for example, for the 

25 identification of compounds that can ameliorate symptoms of disorders as recited herein. 
Such methods can include, but are not limited to, assays for identifying compounds and 
other substances that interact with (e.g., bind to) the polypeptides of the invention. The 
invention provides a method for identifying a compound that binds to the polypeptides of the 
invention comprising contacting the compound with a polypeptide of the invention in a cell 

30 for a time sufficient to form a polypeptide/compound complex, wherein the complex drives 
expression of a reporter gene sequence in the cell; and detecting the complex by detecting 
the reporter gene sequence expression such that if expression of the reporter gene is detected 
the compound that binds to a polypeptide of the invention is identified. 
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The methods of the invention also provide methods for treatment which involve the 
administration of the polynucleotides or polypeptides of the invention to individuals 
exhibiting symptoms or tendencies. In addition, the invention encompasses methods for 
treating diseases or disorders as recited herein comprising administering compounds and 
5 other substances that modulate the overall activity of the target gene products. Compounds 
and other substances can affect such modulation either on the level of target gene/protein 
expression or target protein activity. 

The polypeptides of the present invention and the polynucleotides encoding them are 
also useful for the same functions known to one of skill in the art as the polypeptides and 
1 0 polynucleotides to which they have homology (set forth in Tables 2 A and 2B); for which 
they have a signature region (as set forth in Tables 3A and 3B); or for which they have 
homology to a gene family (as set forth in Tables 4 A and 4B). If no homology is set forth 
for a sequence, then the polypeptides and polynucleotides of the present invention are useful 
for a variety of applications, as described herein, including use in arrays for detection. 

15 

4. DETAILED DESCRIPTION OF THE INVENTION 



4.1 DEFINITIONS 

It must be noted that as used herein and in the appended claims, the singular forms 
20 "a", "an" and "the" include plural references unless the context clearly dictates otherwise. 

The term "active" refers to those forms of the polypeptide which retain the biologic 
and/or immunologic activities of any naturally occurring polypeptide. According to the 
invention, the terms "biologically active" or "biological activity" refer to a protein or peptide 
having structural, regulatory or biochemical functions of a naturally occurring molecule. 
25 Likewise "immunologically active" or "immunological activity" refers to the capability of 
the natural, recombinant or synthetic polypeptide to induce a specific immune response in 
appropriate animals or cells and to bind with specific antibodies. 

The term "activated cells" as used in this application are those cells which are 
engaged in extracellular or intracellular membrane trafficking, including the export of 
30 secretory or enzymatic molecules as part of a normal or disease process. 

The terms "complementary" or "complementarity" refer to the natural binding of 
polynucleotides by base pairing. For example, the sequence 5'-AGT-3' binds to the 
complementary sequence 3'-TCA-5\ Complementarity between two single-stranded 
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molecules may be "partial" such that only certain portion(s) of the nucleic acids bind or it 
may be "complete" such that total complementarity exists between the single stranded 
molecules. The degree of complementarity between the nucleic acid strands has significant 
effects on the efficiency and strength of the hybridization between the nucleic acid strands. 

The term "embryonic stem cells (ES)" refers to a cell that can give rise to many 
differentiated cell types in an embryo or an adult, including the germ cells. The term "germ 
line stem cells (GSCs)" refers to stem cells derived from primordial stem cells that provide a 
steady and continuous source of germ cells for the production of gametes. The term 
"primordial germ cells (PGCs)" refers to a small population of cells set aside from other cell 
lineages particularly from the yolk sac, mesenteries, or gonadal ridges during embryogenesis 
that have the potential to differentiate into germ cells and other cells. PGCs are the source 
from which GSCs and ES cells are derived. The PGCs, the GSCs and the ES cells are 
capable of self-renewal. Thus these cells not only populate the germ line and give rise to a 
plurality of terminally differentiated cells that comprise the adult specialized organs, but are 
able to regenerate themselves. 

The term "expression modulating fragment," EMF, means a series of nucleotides 
which modulates the expression of an operably linked ORF or another EMF. 

As used herein, a sequence is said to "modulate the expression of an operably linked 
sequence" when the expression of the sequence is altered by the presence of the EMF. 
EMFs include, but are not limited to, promoters, and promoter modulating sequences 
(inducible elements). One class of EMFs are nucleic acid fragments which induce the 
expression of an operably linked ORF in response to a specific regulatory factor or 
physiological event. 

The terms "nucleotide sequence" or "nucleic acid" or "polynucleotide" or 
"oligonucleotide" are used interchangeably and refer to a heteropolymer of nucleotides or 
the sequence of these nucleotides. These phrases also refer to DNA or RNA of genomic or 
synthetic origin which may be single-stranded or double-stranded and may represent the 
sense or the antisense strand, to peptide nucleic acid (PNA) or to any DNA-like or RNA-like 
material. In the sequences herein A is adenine, C is cytosine, T is thymine, G is guanine and 
N is A, C, G, or T (U) or unknown. It is contemplated that where the polynucleotide is 
RNA, the T (thymine) in the sequences provided herein is substituted with U (uracil). 
Generally, nucleic acid segments provided by this invention may be assembled from 
fragments of the genome and short oligonucleotide linkers, or from a series of 
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oligonucleotides, or from individual nucleotides, to provide a synthetic nucleic acid which is 
capable of being expressed in a recombinant transcriptional unit comprising regulatory 
elements derived from a microbial or viral operon, or a eukaryotic gene. 

The terms "oligonucleotide fragment" or a "polynucleotide fragment", "portion," or 
5 "segment" or "probe" or "primer" are used interchangeably and refer to a sequence of 

nucleotide residues which are at least about 5 nucleotides, more preferably at least about 7 
nucleotides, more preferably at least about 9 nucleotides, more preferably at least about 1 1 
nucleotides and most preferably at least about 17 nucleotides. The fragment is preferably 
less than about 500 nucleotides, preferably less than about 200 nucleotides, more preferably 

10 less than about 100 nucleotides, more preferably less than about 50 nucleotides and most 
preferably less than 30 nucleotides. Preferably the probe is from about 6 nucleotides to 
about 200 nucleotides, preferably from about 1 5 to about 50 nucleotides, more preferably 
from about 17 to 30 nucleotides and most preferably from about 20 to 25 nucleotides. 
Preferably the fragments can be used in polymerase chain reaction (PCR), various 

1 5 hybridization procedures or microarray procedures to identify or amplify identical or related 
parts of mRNA or DNA molecules. A fragment or segment may uniquely identify each 
polynucleotide sequence of the present invention. Preferably the fragment comprises a 
sequence substantially similar to any one of SEQ ID NO: 1-684, or 1369-1966. 

Probes may, for example, be used to determine whether specific mRNA molecules 

20 are present in a cell or tissue or to isolate similar nucleic acid sequences from chromosomal 
DNA as described by Walsh et aL (Walsh, P.S, et ah 5 1992, PCR Methods Appl 1:241-250), 
They may be labeled by nick translation, Klenow fill-in reaction, PCR, or other methods 
well known in the art. Probes of the present invention, their preparation and/or labeling are 
elaborated in Sambrook, J. et aL, 1989, Molecular Cloning: A Laboratory Manual, Cold 

25 Spring Harbor Laboratory, NY; or Ausubel, F.M. et al., 1989, Current Protocols in 

Molecular Biology, John Wiley & Sons, New York NY, both of which are incorporated 
herein by reference in their entirety. 

The nucleic acid sequences of the present invention also include the sequence 
information from the nucleic acid sequences of SEQ ID NO: 1-684, or 1369-1966. The 

30 sequence information can be a segment of any one of SEQ ID NO: 1-684, or 1369-1966 that 
uniquely identifies or represents the sequence information of that sequence of SEQ ID NO: 
1-684, or 1369-1966, or those segments identified in Tables 3A, 3B, 5, 7, or 8. One such 
segment can be a twenty-mer nucleic acid sequence because the probability that a twenty- 
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mer is fully matched in the human genome is 1 in 300. In the human genome, there are three 
billion base pairs in one set of chromosomes. Because 4 20 possible twenty-mers exist, there 
are 300 times more twenty-mers than there are base pairs in a set of human chromosomes. 
Using Hie same analysis, the probability for a seventeen-mer to be fully matched in the 
5 human genome is approximately 1 in 5. When these segments are used in arrays for 

expression studies, fifteen-mer segments can be used. The probability that the fifteen-mer is 
fully matched in the expressed sequences is also approximately one in five because 
expressed sequences comprise less than approximately 5% of the entire genome sequence. 

Similarly, when using sequence information for detecting a single mismatch, a segment 

1 0 can be a twenty-five mer. The probability that the twenty-five mer would appear in a human 
genome with a single mismatch is calculated by multiplying the probability for a full match 
(1-h4 25 ) times the increased probability for mismatch at each nucleotide position (3 x 25). The 
probability that an eighteen mer with a single mismatch can be detected in an array for 
expression studies is approximately one in five. The probability that a twenty-mer with a single 

1 5 mismatch can be detected in a human genome is approximately one in five. 

The term "open reading frame," ORF, means a series of nucleotide triplets coding for 
amino acids without any termination codons and is a sequence translatable into protein. 

The terms "operably linked" or "operably associated" refer to functionally related 
nucleic acid sequences. For example, a promoter is operably associated or operably linked 

20 with a coding sequence if the promoter controls the transcription of the coding sequence. 
While operably linked nucleic acid sequences can be contiguous and in the same reading 
frame, certain genetic elements e.g. repressor genes are not contiguously linked to the coding 
sequence but still control transcription/translation of the coding sequence. 

The term "pluripotent" refers to the capability of a cell to differentiate into a number 

25 of differentiated cell types that are present in an adult organism. A pluripotent cell is 
restricted in its differentiation capability in comparison to a totipotent cell. 

The terms "polypeptide" or "peptide" or "amino acid sequence" refer to an 
oligopeptide, peptide, polypeptide or protein sequence or fragment thereof and to naturally 
occurring or synthetic molecules. A polypeptide "fragment," "portion," or "segment" is a 

30 stretch of amino acid residues of at least about 5 amino acids, preferably at least about 7 

amino acids, more preferably at least about 9 amino acids and most preferably at least about 
17 or more amino acids. The peptide preferably is not greater than about 200 amino acids, 
more preferably less than 150 amino acids and most preferably less than 100 amino acids. 
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Preferably the peptide is from about 5 to about 200 amino acids. To be active, any 
polypeptide must have sufficient length to display biological and/or immunological activity. 

The term "naturally occurring polypeptide" refers to polypeptides produced by cells 
that have not been genetically engineered and specifically contemplates various polypeptides 
5 arising from post-translational modifications of the polypeptide including, but not limited to, 
acetylation, carboxylation, glycosylation, phosphorylation, lipidation and acylation. 

The term "translated protein coding portion" means a sequence which encodes for the 
full-length protein which may include any leader sequence or any processing sequence. 

The term "mature protein coding sequence" means a sequence which encodes a 
10 peptide or protein without a signal or leader sequence. The "mature protein portion" means 
that portion of the protein which does not include a signal or leader sequence. The peptide 
may have been produced by processing in the cell which removes any leader/signal 
sequence. The mature protein portion may or may not include the initial methionine residue. 
The methionine residue may be removed from the protein during processing in the cell. The 
1 5 peptide may be produced synthetically or the protein may have been produced using a 
polynucleotide only encoding for the mature protein coding sequence. 

The term "derivative" refers to polypeptides chemically modified by such techniques 
as ubiquitination, labeling (e.g., with radionuclides or various enzymes), covalent polymer 
attachment such as pegylation (derivatization with polyethylene glycol) and insertion or 
20 substitution by chemical synthesis of amino acids such as ornithine, which do not normally 
occur in human proteins. 

The term "variant"(or "analog") refers to any polypeptide differing from naturally 
occurring polypeptides by amino acid insertions, deletions, and substitutions, created using, 
e g., recombinant DNA techniques. Guidance in determining which amino acid residues 
25 may be replaced, added or deleted without abolishing activities of interest, may be found by 
comparing the sequence of the particular polypeptide with that of homologous peptides and 
minimizing the number of amino acid sequence changes made in regions of high homology 
(conserved regions) or by replacing amino acids with consensus sequence. 

Alternatively, recombinant variants encoding these same or similar polypeptides may 
30 be synthesized or selected by making use of the "redundancy" in the genetic code. Various 
codon substitutions, such as the silent changes which produce various restriction sites, may 
be introduced to optimize cloning into a plasmid or viral vector or expression in a particular 
prokaryotic or eukaryotic system. Mutations in the polynucleotide sequence may be 
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reflected in the polypeptide or domains of other peptides added to the polypeptide to modify 
the properties of any part of the polypeptide, to change characteristics such as ligand-binding 
affinities, interchain affinities, or degradation/turnover rate. 

Preferably, amino acid "substitutions" are the result of replacing one amino acid with 
5 another amino acid having similar structural and/or chemical properties, i.e., conservative 
amino acid replacements. "Conservative" amino acid substitutions may be made on the 
basis of similarity in polarity, charge, solubility, hydrophobicity, hydrophilicity, and/or the 
amphipathic nature of the residues involved. For example, nonpolar (hydrophobic) amino 
acids include alanine, leucine, isoleucine, valine, proline, phenylalanine, tryptophan, and 

10 methionine; polar neutral amino acids include glycine, serine, threonine, cysteine, tyrosine, 
asparagine, and glutamine; positively charged (basic) amino acids include arginine, lysine, 
and histidine; and negatively charged (acidic) amino acids include aspartic acid and glutamic 
acid. "Insertions" or "deletions" are preferably in the range of about 1 to 20 amino acids, 
more preferably 1 to 10 amino acids. The variation allowed may be experimentally 

15 determined by systematically making insertions, deletions, or substitutions of amino acids in 
a polypeptide molecule using recombinant DNA techniques and assaying the resulting 
recombinant variants for activity. 

Alternatively, where alteration of function is desired, insertions, deletions or 
non-conservative alterations can be engineered to produce altered polypeptides. Such 

20 alterations can, for example, alter one or more of the biological functions or biochemical 
characteristics of the polypeptides of the invention. For example, such alterations may 
change polypeptide characteristics such as ligand-binding affinities, interchain affinities, or 
degradation/turnover rate. Further, such alterations can be selected so as to generate 
polypeptides that are better suited for expression, scale up and the like in the host cells 

25 chosen for expression. For example, cysteine residues can be deleted or substituted with 
another amino acid residue in order to eliminate disulfide bridges. 

The terms "purified" or "substantially purified" as used herein denotes that the 
indicated nucleic acid or polypeptide is present in the substantial absence of other biological 
macromolecules, e.g., polynucleotides, proteins, and the like. In one embodiment, the 

30 polynucleotide or polypeptide is purified such that it constitutes at least 95% by weight, 

more preferably at least 99% by weight, of the indicated biological macromolecules present 
(but water, buffers, and other small molecules, especially molecules having a molecular 
weight of less than 1000 daltons, can be present). 
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The term "isolated" as used herein refers to a nucleic acid or polypeptide separated 
from at least one other component (e.g., nucleic acid or polypeptide) present with the nucleic 
acid or polypeptide in its natural source. In one embodiment, the nucleic acid or polypeptide 
is found in the presence of (if anything) only a solvent, buffer, ion, or other component 
5 normally present in a solution of the same. The terms "isolated" and "purified" do not 
encompass nucleic acids or polypeptides present in their natural source. 

The term "recombinant," when used herein to refer to a polypeptide or protein, means 
that a polypeptide or protein is derived from recombinant (e.g., microbial, insect, or 
mammalian) expression systems. "Microbial" refers to recombinant polypeptides or proteins 

10 made in bacterial or fungal (e.g., yeast) expression systems. As a product, "recombinant 

microbial" defines a polypeptide or protein essentially free of native endogenous substances 
and unaccompanied by associated native glycosylation. Polypeptides or proteins expressed 
in most bacterial cultures, e.g., E. coli, will be free of glycosylation modifications; 
polypeptides or proteins expressed in yeast will have a glycosylation pattern in general 

1 5 different from those expressed in mammalian cells. 

The term "recombinant expression vehicle or vector" refers to a plasmid or phage or 
virus or vector, for expressing a polypeptide from a DNA (RNA) sequence. An expression 
vehicle can comprise a transcriptional unit comprising an assembly of (1) a genetic element 
or elements having a regulatory role in gene expression, for example, promoters or 

20 enhancers, (2) a structural or coding sequence which is transcribed into mRNA and 

translated into protein, and (3) appropriate transcription initiation and termination sequences. 
Structural units intended for use in yeast or eukaryotic expression systems preferably include 
a leader sequence enabling extracellular secretion of translated protein by a host cell. 
Alternatively, where recombinant protein is expressed without a leader or transport 

25 sequence, it may include an amino terminal methionine residue. This residue may or may 
not be subsequently cleaved from the expressed recombinant protein to provide a final 
product. 

The term "recombinant expression system" means host cells which have stably 
integrated a recombinant transcriptional unit into chromosomal DNA or carry the 
30 recombinant transcriptional unit extrachromosomally. Recombinant expression systems as 
defined herein will express heterologous polypeptides or proteins upon induction of the 
regulatory elements linked to the DNA segment or synthetic gene to be expressed. This term 
also means host cells which have stably integrated a recombinant genetic element or 
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elements having a regulatory role in gene expression, for example, promoters or enhancers. 
Recombinant expression systems as defined herein will express polypeptides or proteins 
endogenous to the cell upon induction of the regulatory elements linked to the endogenous 
DNA segment or gene to be expressed. The cells can be prokaryotic or eukaryotic. 
5 The term "secreted" includes a protein that is transported across or through a 

membrane, including transport as a result of signal sequences in its amino acid sequence 
when it is expressed in a suitable host cell. "Secreted" proteins include without limitation 
proteins secreted wholly (e.g., soluble proteins) or partially (e.g., receptors) from the cell in 
which they are expressed. "Secreted" proteins also include without limitation proteins that 

10 are transported across the membrane of the endoplasmic reticulum. "Secreted" proteins are 
also intended to include proteins containing non-typical signal sequences (e.g. Interleukin-1 
Beta, see Krasney, P.A. and Young, P.R. (1992) Cytokine 4(2): 134 -143) and factors 
released from damaged cells (e.g. Interleukin-1 Receptor Antagonist, see Arend, W.P. et. al. 
(1998) Annu. Rev. Immunol. 16:27-55) 

15 Where desired, an expression vector may be designed to contain a "signal or leader 

sequence" which will direct the polypeptide through the membrane of a cell. Such a 
sequence may be naturally present on the polypeptides of the present invention or provided 
from heterologous protein sources by recombinant DNA techniques. 

The term "stringent" is used to refer to conditions that are commonly understood in 

20 the art as stringent. Stringent conditions can include highly stringent conditions (i.e., 

hybridization to filter-bound DNA in 0.5 M NaHPO^ 7% sodium dodecyl sulfate (SDS), 1 
mM EDTA at 65°C, and washing in 0.1X SSC/0.1% SDS at 68°C), and moderately stringent 
conditions (i.e., washing in 0.2X SSC/0.1% SDS at 42°C). Other exemplary hybridization 
conditions are described herein in the examples. 

25 In instances of hybridization of deoxyoligonucleotides, additional exemplary 

stringent hybridization conditions include washing in 6X SSC/0.05% sodium pyrophosphate 
at 37°C (for 14-base oligonucleotides), 48°C (for 17-base oligonucleotides), 55°C (for 20- 
base oligonucleotides), and 60°C (for 23-base oligonucleotides) . 

As used herein, "substantially equivalent" or "substantially similar" can refer both to 

30 nucleotide and amino acid sequences, for example a mutant sequence, that varies from a 
reference sequence by one or more substitutions, deletions, or additions, the net effect of 
which does not result in an adverse functional dissimilarity between the reference and 
subject sequences. Typically, such a substantially equivalent sequence varies from one of 
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those listed herein by no more than about 35% (i.e., the number of individual residue 
substitutions, additions, and/or deletions in a substantially equivalent sequence, as compared 
to the corresponding reference sequence, divided by the total number of residues in the 
substantially equivalent sequence is about 0.35 or less). Such a sequence is said to have 
5 65% sequence identity to the listed sequence. In one embodiment, a substantially 

equivalent, e.g., mutant, sequence of the invention varies from a listed sequence by no more 
than 30% (70% sequence identity); in a variation of this embodiment, by no more than 25% 
(75% sequence identity); and in a further variation of this embodiment, by no more than 
20% (80% sequence identity) and in a further variation of this embodiment, by no more than 

10 10% (90% sequence identity) and in a further variation of this embodiment, by no more that 
5% (95% sequence identity). Substantially equivalent, e.g., mutant, amino acid sequences 
according to the invention preferably have at least 80% sequence identity with a listed amino 
acid sequence, more preferably at least 85% sequence identity, more preferably at least 90% 
sequence identity, more preferably at least 95% sequence identity, more preferably at least 

15 98% sequence identity, and most preferably at least 99% sequence identity. Substantially 
equivalent nucleotide sequence of the invention can have lower percent sequence identities, 
taking into account, for example, the redundancy or degeneracy of the genetic code. 
Preferably, the nucleotide sequence has at least about 65% identity, more preferably at least 
about 75% identity, more preferably at least about 80% sequence identity, more preferably at 

20 least 85% sequence identity, more preferably at least 90% sequence identity, more preferably 
at least about 95% sequence identity^ more preferably at least 98% sequence identity, and 
most preferably at least 99% sequence identity. For the purposes of the present invention, 
sequences having substantially equivalent biological activity and substantially equivalent 
expression characteristics are considered substantially equivalent. For the purposes of 

25 determining equivalence, truncation of the mature sequence (e.g., via a mutation which 
creates a new stop codon) should be disregarded. Sequence identity may be determined, 
e.g., using the Jotun Hein method (Hein, J. (1990) Methods Enzymol. 183:626-645). 
Identity between sequences can also be determined by other methods known in the art, e.g. 
by varying hybridization conditions. 

30 The term "totipotent" refers to the capability of a cell to differentiate into all of the 

cell types of an adult organism. 

The term "transformation" means introducing DNA into a suitable host cell so that 
the DNA is replicable, either as an extrachromosomal element, or by chromosomal 
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integration. The term "transfection" refers to the taking up of an expression vector by a 
suitable host cell, whether or not any coding sequences are in fact expressed. The term 
"infection" refers to the introduction of nucleic acids into a suitable host cell by use of a 
virus or viral vector. 

5 As used herein, an "uptake modulating fragment," UMF, means a series of 

nucleotides which mediate the uptake of a linked DNA fragment into a cell. UMFs can be 
readily identified using known UMFs as a target sequence or target motif with the 
computer-based systems described below. The presence and activity of a UMF can be 
confirmed by attaching the suspected UMF to a marker sequence. The resulting nucleic acid 
1 0 molecule is then incubated with an appropriate host under appropriate conditions and the 
uptake of the marker sequence is determined. As described above, a UMF will increase the 
frequency of uptake of a linked marker sequence. 

Each of the above terms is meant to encompass all that is described for each, unless 
the context dictates otherwise. 

15 

4.2 NUCLEIC ACIDS OF THE INVENTION 

Nucleotide sequences of the invention are set forth in the Sequence Listing. 
The isolated polynucleotides of the invention include a polynucleotide comprising 
the nucleotide sequences of SEQ ID NO: 1-684, or 1369-1966; a polynucleotide encoding 

20 any one of the peptide sequences of SEQ ID NO: 1-684, or 1369-1966; and a polynucleotide 
comprising the nucleotide sequence encoding the mature protein coding sequence of the 
polynucleotides of any one of SEQ ID NO: 1-684, or 1369-1966. The polynucleotides of the 
present invention also include, but are not limited to, a polynucleotide that hybridizes under 
stringent conditions to (a) the complement of any of the nucleotides sequences of SEQ ID 

25 NO: 1-684, or 1369-1966; (b) nucleotide sequences encoding any one of the amino acid 
sequences set forth in the Sequence Listing, or Table 7; (c) a polynucleotide which is an 
allelic variant of any polynucleotide recited above; (d) a polynucleotide which encodes a 
species homologue of any of the proteins recited above; or (e) a polynucleotide that encodes 
a polypeptide comprising a specific domain or truncation of the polypeptides of SEQ ID NO: 

30 685-1368, or 1967-2564 (for example, as set forth in Tables 3 A, 3B, 5, 7, or 8). Domains of 
interest may depend on the nature of the encoded polypeptide; e.g., domains in receptor-like 
polypeptides include ligand-binding, extracellular, transmembrane, or cytoplasmic domains, 
or combinations thereof; domains in immunoglobulin-like proteins include the variable 
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immunoglobulin-like domains; domains in enzyme-like polypeptides include catalytic and 
substrate binding domains; and domains in ligand polypeptides include receptor-binding 
domains. 

The polynucleotides of the invention include naturally occurring or wholly or 
5 partially synthetic DNA, e.g., cDNA and genomic DNA, and RNA, e.g., mRNA. The 

polynucleotides may include entire coding region of the cDNA or may represent a portion of 
the coding region of the cDNA. 

The present invention also provides genes corresponding to the cDNA sequences 
disclosed herein. The corresponding genes can be isolated in accordance with known methods 

10 using the sequence information disclosed herein. Such methods include the preparation of 
probes or primers from the disclosed sequence information for identification and/or 
amplification of genes in appropriate genomic libraries or other sources of genomic materials. 
Further 5' and 3' sequence can be obtained using methods known in the art. For example, full 
length cDNA or genomic DNA that corresponds to any of the polynucleotides of SEQ ID NO: 

15 1-684, or 1369-1966 can be obtained by screening appropriate cDNA or genomic DNA 

libraries under suitable hybridization conditions using any of the polynucleotides of SEQ ID 
NO: 1-684, or 1369-1966 or a portion thereof as a probe. Alternatively, the polynucleotides of 
SEQ ID NO: 1-684, or 1369-1966 maybe used as the basis for suitable primer(s) that allow 
identification and/or amplification of genes in appropriate genomic DNA or cDNA libraries. 

20 The nucleic acid sequences of the invention can be assembled from ESTs and sequences 

(including cDNA and genomic sequences) obtained from one or more public databases, such as 
dbEST, gbpri, and UniGene. The EST sequences can provide identifying sequence 
information, representative fragment or segment information, or novel segment information for 
the full-length gene. 

25 The polynucleotides of the invention also provide polynucleotides including 

nucleotide sequences that are substantially equivalent to the polynucleotides recited above. 
Polynucleotides according to the invention can have, e.g., at least about 65%, at least about 
70%, at least about 75%, at least about 80%, 81%, 82%, 83%, 84%, more typically at least 
about 85%, 86%, 87%, 88%, 89%, more typically at least about 90%, 91%, 92%, 93%, 94%, 

30 and even more typically at least about 95%, 96%, 97%, 98%, 99% sequence identity to a 
polynucleotide recited above. 

Included within the scope of the nucleic acid sequences of the invention are nucleic 
acid sequence fragments that hybridize under stringent conditions to any of the nucleotide 
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sequences of SEQ ID NO: 1-684, or 1369-1966, or complements thereof, which fragment is 
greater than about 5 nucleotides, preferably 7 nucleotides, more preferably greater than 9 
nucleotides and most preferably greater than 17 nucleotides. Fragments of, e.g. 15, 17, or 20 
nucleotides or more that are selective for (i.e. specifically hybridize to) any one of the 
5 polynucleotides of the invention are contemplated. Probes capable of specifically 

hybridizing to a polynucleotide can differentiate polynucleotide sequences of the invention 
from other polynucleotide sequences in the same family of genes or can differentiate human 
genes from genes of other species, and are preferably based on unique nucleotide sequences. 
The sequences falling within the scope of the present invention are not limited to these 
1 0 specific sequences, but also include allelic and species variations thereof. Allelic and species 
variations can be routinely determined by comparing the sequence provided in SEQ ID NO: 1- 
684, or 1369-1966, a representative fragment thereof, or a nucleotide sequence at least 90% 
identical, preferably 95% identical, to SEQ ID NO: 1-684, or 1369-1966 with a sequence from 
another isolate of the same species. Furthermore, to accommodate codon variability, the 
1 5 invention includes nucleic acid molecules coding for the same amino acid sequences as do the 
specific ORFs disclosed herein, hi other words, in the coding region of an ORF, substitution of 
one codon for another codon that encodes the same amino acid is expressly contemplated. 

The nearest neighbor or homology results for the nucleic acids of the present invention, 
including SEQ ID NO: 1-684, or 1369-1966 can be obtained by searching a database using an 
20 algorithm or a program. Preferably, a BLAST (Basic Local Alignment Search Tool) program is 
used to search for local sequence alignments (Altshul, S.F. J Mol. Evol. 36 290-300 (1993) and 
Altschul S.F. et al. J. Mol. Biol. 21 :403-410 (1990)). Alternatively a FASTA version 3 search 
against Genpept, using FASTXY algorithm may be performed. 

Species homologs (or orthologs) of the disclosed polynucleotides and proteins are 
25 also provided by the present invention. Species homologs may be isolated and identified by 
making suitable probes or primers from the sequences provided herein and screening a 
suitable nucleic acid source from the desired species. 

The invention also encompasses allelic variants of the disclosed polynucleotides or 
proteins; that is, naturally-occurring alternative forms of the isolated polynucleotide which 
30 also encode proteins which are identical, homologous or related to that encoded by the 
polynucleotides. 

The nucleic acid sequences of the invention are further directed to sequences which 
encode variants of the described nucleic acids. These amino acid sequence variants may be 
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prepared by methods known in the art by introducing appropriate nucleotide changes into a 
native or variant polynucleotide. There are two variables in the construction of amino acid 
sequence variants: the^ location of the mutation and the nature of the mutation. Nucleic 
acids encoding the amino acid sequence variants are preferably constructed by mutating the 
5 polynucleotide to encode an amino acid sequence that does not occur in nature. These 
nucleic acid alterations can be made at sites that differ in the nucleic acids from different 
species (variable positions) or in highly conserved regions (constant regions). Sites at such 
locations will typically be modified in series, e.g., by substituting first with conservative 
choices (e.g. , hydrophobic amino acid to a different hydrophobic amino acid) and then with 
10 more distant choices (e.g., hydrophobic amino acid to a charged amino acid), and then 
deletions or insertions may be made at the target site. Amino acid sequence deletions 
generally range from about 1 to 30 residues, preferably about 1 to 10 residues, and are 
typically contiguous. Amino acid insertions include amino- and/or carboxyl-terminal 
fusions ranging in length from one to one hundred or more residues, as well as intrasequence 

15 insertions of single or multiple amino acid residues. Intrasequence insertions may range 
generally from about 1 to 10 amino residues, preferably from 1 to 5 residues. Examples of 
terminal insertions include the heterologous signal sequences necessary for secretion or for 
intracellular targeting in different host cells and sequences such as FLAG or poly-histidine 
sequences useful for purifying the expressed protein. 

20 In a preferred method, polynucleotides encoding the novel amino acid sequences are 

changed via site-directed mutagenesis. This method uses oligonucleotide sequences to alter 
a polynucleotide to encode the desired amino acid variant, as well as sufficient adjacent 
nucleotides on both sides of the changed amino acid to form a stable duplex on either side of 
the site of being changed. In general, the techniques of site-directed mutagenesis are well 

25 known to those of skill in the art and this technique is exemplified by publications such as, 
Edelman et al., DNA 2:183 (1983). A versatile and efficient method for producing 
site-specific changes in a polynucleotide sequence was published by Zoller and Smith, 
Nucleic Acids Res. 10:6487-6500 (1982). PGR may also be used to create amino acid 
sequence variants of the novel nucleic acids. When small amounts of template DNA are 

30 used as starting material, primer(s) that differs slightly in sequence from the corresponding 
region in the template DNA can generate the desired amino acid variant. PGR amplification 
results in a population of product DNA fragments that differ from the polynucleotide 
template encoding the polypeptide at the position specified by the primer. The product DNA 
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fragments replace the corresponding region in the plasmid and this gives a polynucleotide 
encoding the desired amino acid variant. 

A further technique for generating amino acid variants is the cassette mutagenesis 
technique described in Wells et al., Gene 34:315 (1985); and other mutagenesis techniques 
5 well known in the art, such as, for example, the techniques in Sambrook et al. 5 supra, and 
Current Protocols in Molecular Biology, Ausubel et al. Due to the inherent degeneracy of 
the genetic code, other DNA sequences which encode substantially the same or a 
functionally equivalent amino acid sequence may be used in the practice of the invention for 
the cloning and expression of these novel nucleic acids. Such DNA sequences include those 
10 which are capable of hybridizing to the appropriate novel nucleic acid sequence under 
stringent conditions. 

Polynucleotides encoding preferred polypeptide truncations of the invention could be 
used to generate polynucleotides encoding chimeric or fusion proteins comprising one or 
more domains of the invention and heterologous protein sequences. 

1 5 The polynucleotides of the invention additionally include the complement of any of 

the polynucleotides recited above. The polynucleotide can be DNA (genomic, cDNA, 
amplified, or synthetic) or RNA. Methods and algorithms for obtaining such 
polynucleotides are well known to those of skill in the art and can include, for example, 
methods for determining hybridization conditions that can routinely isolate polynucleotides 

20 of the desired sequence identities. 

In accordance with the invention, polynucleotide sequences comprising the mature 
protein coding sequences corresponding to any one of SEQ ID NO: 1-684, or 1369-1966, or 
functional equivalents thereof, may be used to generate recombinant DNA molecules that 
direct the expression of that nucleic acid, or a functional equivalent thereof, in appropriate 

25 host cells. Also included are the cDNA inserts of any of the clones identified herein. 

A polynucleotide according to the invention can be joined to any of a variety of other 
nucleotide sequences by well-established recombinant DNA techniques (see Sambrook J et 
al. (1989) Molecular Cloning: A Laboratory Manual, Cold Spring Harbor Laboratory, NY). 
Useful nucleotide sequences for joining to polynucleotides include an assortment of vectors, 

30 e.g., plasmids, cosmids, lambda phage derivatives, phagemids, and the like, that are well 
known in the art. Accordingly, the invention also provides a vector including a 
polynucleotide of the invention and a host cell containing the polynucleotide. In general, the 
vector contains an origin of replication functional in at least one organism, convenient 
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restriction endonuclease sites, and a selectable marker for the host cell. Vectors according to 
the invention include expression vectors, replication vectors, probe generation vectors, and 
sequencing vectors. A host cell according to the invention can be a prokaiyotic or 
eukaryotic cell and can be a unicellular organism or part of a multicellular organism. 
5 The present invention further provides recombinant constructs comprising a nucleic 

acid having any of the nucleotide sequences of SEQ ID NO: 1-684, or 1369-1966 or a 
fragment thereof or any other polynucleotides of the invention. In one embodiment, the 
recombinant constructs of the present invention comprise a vector, such as a plasmid or viral 
vector, into which a nucleic acid having any of the nucleotide sequences of SEQ ID NO: 1- 

10 684, or 1369-1966 or a fragment thereof is inserted, in a forward or reverse orientation. In 
the case of a vector comprising one of the ORPs of the present invention, the vector may 
further comprise regulatory sequences, including for example, a promoter, operably linked to 
the ORF. Large numbers of suitable vectors and promoters are known to those of skill in the 
art and are commercially available for generating the recombinant constructs of the present 

15 invention. The following vectors are provided by way of example: Bacterial: pBs, 
phagescript, PsiX174, pBluescript SK, pBs KS, pNH8a, pNH16a, pNH18a, pNH46a 
(Stratagene), pTrc99A, pKK223-3, pKK233-3, pDR540, pRIT5 (Pharmacia); Eukaryotic: 
pWLneo, pSV2cat, pOG44, PXTI, pSG (Stratagene) pSVK3, pBPV, pMSG, pSVL 
(Pharmacia). 

20 The isolated polynucleotide of the invention may be operably linked to an expression 

control sequence such as the pMT2 or pED expression vectors disclosed in Kaufman et al., 
Nucleic Acids Res, 19, 4485-4490 (1991), in order to produce the protein recombinantly. 
Many suitable expression control sequences are known in the art. General methods of 
expressing recombinant proteins are also known and are exemplified in R. Kaufman, 

25 Methods in Enzymology 185, 537-566 (1990). As defined herein "operably linked" means 
that the isolated polynucleotide of the invention and an expression control sequence are 
situated within a vector or cell in such a way that the protein is expressed by a host cell 
which has been transformed (transfected) with the ligated polynucleotide/expression control 
sequence. 

30 Promoter regions can be selected from any desired gene using CAT 

(chloramphenicol transferase) vectors or other vectors with selectable markers. Two 
appropriate vectors are pKK232-8 and pCM7. Particular named bacterial promoters include 
lad, lacZ, T3, T7, gpt, lambda PR, and trc. Eukaryotic promoters include CMV immediate 
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early, HSV thymidine kinase, early and late SV40, LTRs from retrovirus, and mouse 
metallothionein-L Selection of the appropriate vector and promoter is well within the level 
of ordinary skill in the art. Generally, recombinant expression vectors will include origins of 
replication and selectable markers permitting transformation of the host cell, e.g. , the 
5 ampicillin resistance gene of E. coli and S. cerevisiae TRP1 gene, and a promoter derived 
from a highly expressed gene to direct transcription of a downstream structural sequence. 
Such promoters can be derived from operons encoding glycolytic enzymes such as 3- 
phosphoglycerate kinase (PGK), a-factor, acid phosphatase, or heat shock proteins, among 
others. The heterologous structural sequence is assembled in appropriate phase with 

10 translation initiation and termination sequences, and preferably, a leader sequence capable of 
directing secretion of translated protein into the periplasmic space or extracellular medium. 
Optionally, the heterologous sequence can encode a fusion protein including an amino 
terminal identification peptide imparting desired characteristics, e.g., stabilization or 
simplified purification of expressed recombinant product. Useful expression vectors for 

1 5 bacterial use are constructed by inserting a structural DNA sequence encoding a desired 
protein together with suitable translation initiation and termination signals in operable 
reading phase with a functional promoter. The vector will comprise one or more phenotypic 
selectable markers and an origin of replication to ensure maintenance of the vector and to, if 
desirable, provide amplification within the host. Suitable prokaryotic hosts for 

20 transformation include E. coli, Bacillus subtilis, Salmonella typhimurium and various species 
within the genera Psendomonas, Streptomyces, and Staphylococcus, although others may 
also be employed as a matter of choice. 

As a representative but non-limiting example, useful expression vectors for bacterial 
use can comprise a selectable marker and bacterial origin of replication derived from 

25 commercially available plasmids comprising genetic elements of the well known cloning 
vector pBR322 (ATCC 37017). Such commercial vectors include, for example, pKK223-3 
(Pharmacia Fine Chemicals, Uppsala, Sweden) and GEM 1 (Promega Biotech, Madison, WI, 
USA). These pBR322 "backbone" sections are combined with an appropriate promoter and 
the structural sequence to be expressed. Following transformation of a suitable host strain 

30 and growth of the host strain to an appropriate cell density, the selected promoter is induced 
or derepressed by appropriate means (e.g., temperature shift or chemical induction) and cells 
are cultured for an additional period. Cells are typically harvested by centrifugation, 
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disrupted by physical or chemical means, and the resulting crude extract retained for further 
purification. 

Polynucleotides of the invention can also be used to induce immune responses. For 
example, as described in Fan et al., Nat. Biotech 17, 870-872 (1999), incorporated herein by 
5 reference, nucleic acid sequences encoding a polypeptide may be used to generate antibodies 
against the encoded polypeptide following topical administration of naked plasmid DNA or 
following injection, and preferably intra-muscular injection of the DNA. The nucleic acid 
sequences are preferably inserted in a recombinant expression vector and may be in the form 
of naked DNA. 

10 

43 ANTISENSE 

Another aspect of the invention pertains to isolated antisense nucleic acid molecules 
that are hybridizable to or complementary to the nucleic acid molecule comprising the 
nucleotide sequence of SEQ ID NO: 1-684, or 1369-1966, or fragments, analogs or 

15 derivatives thereof. An "antisense" nucleic acid comprises a nucleotide sequence that is 
complementary to a "sense" nucleic acid encoding a protein, e.g., complementary to the 
coding strand of a double-stranded cDNA molecule or complementary to an mRNA 
sequence. In specific aspects., antisense nucleic acid molecules are provided that comprise a 
sequence complementary to at least about 10, 25, 50, 100, 250 or 500 nucleotides or an 

20 entire coding strand, or to only a portion thereof. Nucleic acid molecules encoding 

fragments., homologs, derivatives and analogs of a protein of any of SEQ ID NO: 1-684, or 
1369-1966 or antisense nucleic acids complementary to a nucleic acid sequence of SEQ ID 
NO: 1-684, or 1369-1966 are additionally provided. 

In one embodiment, an antisense nucleic acid molecule is antisense to a "coding 

25 region" of the coding strand of a nucleotide sequence of the invention. The term "coding 
region" refers to the region of the nucleotide sequence comprising codons which are 
translated into amino acid residues. In another embodiment, the antisense nucleic acid 
molecule is antisense to a "noncoding region" of the coding strand of a nucleotide sequence 
of the invention. The term "noncoding region" refers to 5' and 3 ! sequences that flank the 

30 coding region that are not translated into amino acids (i.e., also referred to as 5 f and 3' 
untranslated regions). 

Given the coding strand sequences encoding a nucleic acid disclosed herein (e.g., 
SEQ ID NO: 1-684, or 1369-1966, antisense nucleic acids of the invention can be designed 
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according to the rules of Watson and Crick or Hoogsteen base pairing. The antisense nucleic 
acid molecule can be complementary to the entire coding region of an mRNA, but more 
preferably is an oligonucleotide that is antisense to only a portion of the coding or noncoding 
region of an mRNA. For example, the antisense oligonucleotide can be complementary to 
5 the region surrounding the translation start site of an mRNA. An antisense oligonucleotide 
can be, for example, about 5, 10, 15, 20, 25, 30, 35, 40, 45 or 50 nucleotides in length. An 
antisense nucleic acid of the invention can be constructed using chemical synthesis or 
enzymatic ligation reactions using procedures known in the art. For example, an antisense 
nucleic acid (e.g., an antisense oligonucleotide) can be chemically synthesized using 

10 naturally occurring nucleotides or variously modified nucleotides designed to increase the 

biological stability of the molecules or to increase the physical stability of the duplex formed 
between the antisense and sense nucleic acids, e.g., phosphorothioate derivatives and 
acridine substituted nucleotides can be used. 

Examples of modified nucleotides that can be used to generate the antisense nucleic 

15 acid include: 5-fluorouracil, 5-bromouracil, 5-chlorouracil, 5-iodouracil, hypoxanthine, 
xanthine, 4-acetylcytosine, 5-(carboxyhydroxylmethyl) uracil, 5- 
carboxymethylaminometiiyl-2-thiouridine, 5-carboxymethylaminomethyluracil, 
dihydrouracil, beta-D-galactosylqueosine, inosine, N6-isopentenyladenine, 1-methylguanine, 

1- methylinosine, 2,2-dimethylguanine, 2-methyladenine, 2-methylguanine, 3- 
20 methylcytosine, 5 -methyl cyto sine, N6-adenine, 7-methylguanine, 5- 

methylaminomethyluracil, 5-methoxyaminomethyl-2-thiouracil 9 beta-D-mannosylqueosine, 
5'-methoxycarboxymethyluracil ? 5-methoxyuracil, 2-methylthio-N6-isopentenyladenine, 
uracil-5-oxyaeetie acid (v), wybutoxosine, pseudouracil, queosine, 2-thiocytosine, 5-methyl- 

2- thiouracil, 2-thiouracil, 4-thiouracil, 5-methyluracil, uracil-5-oxyacetic acid methylester, 
25 uracil-5-oxyacetic acid (v), 5-methyl-2-thiouracil, 3 -(3 -amino-3 -N-2-carboxypropyl) uracil, 

(acp3)w, and 2,6-diaminopurine. Alternatively, the antisense nucleic acid can be produced 
biologically using an expression vector into which a nucleic acid has been subcloned in an 
antisense orientation (i.e., RNA transcribed from the inserted nucleic acid will be of an 
antisense orientation to a target nucleic acid of interest, described further in the following 
30 subsection). 

The antisense nucleic acid molecules of the invention are typically administered to a 
subject or generated in situ such that they hybridize with or bind to cellular mRNA and/or 
genomic DNA encoding a protein according to the invention to thereby inhibit expression of 
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the protein, e.g., by inhibiting transcription and/or translation. The hybridization can be by 
conventional nucleotide complementarity to form a stable duplex, or, for example, in the 
case of an antisense nucleic acid molecule that binds to DNA duplexes, through specific 
interactions in the major groove of the double helix. An example of a route of 
5 administration of antisense nucleic acid molecules of the invention includes direct injection 
at a tissue site. Alternatively, antisense nucleic acid molecules can be modified to target 
selected cells and then administered systemically. For example, for systemic administration, 
antisense molecules can be modified such that they specifically bind to receptors or antigens 
expressed on a selected cell surface, e.g., by linking the antisense nucleic acid molecules to 
10 peptides or antibodies that bind to cell surface receptors or antigens. The antisense nucleic 
acid molecules can also be delivered to cells using the vectors described herein. To achieve 
sufficient intracellular concentrations of antisense molecules, vector constructs in which the 
antisense nucleic acid molecule is placed under the control of a strong pol II or pol III 
promoter are preferred. 

15 In yet another embodiment, the antisense nucleic acid molecule of the invention is an 

a-anomeric nucleic acid molecule. An a-anomeric nucleic acid molecule forms specific 
double-stranded hybrids with complementary RNA in which, contrary to the usual a-units, 
the strands run parallel to each other (Gaultier et al. (1987) Nucleic Acids Res 15: 
6625-6641). The antisense nucleic acid molecule can also comprise a 

20 2'-o-methylribonucleotide (Inoue et al. (1987) Nucleic Acids Res 15: 6131-6148) or a 
chimeric RNA -DNA analogue (Inoue et al (1987) FEES Lett 215: 327-330). 

4.4 RIBOZYMES AND PNA MOIETIES 

In still another embodiment, an antisense nucleic acid of the invention is a ribozyme. 

25 Ribozymes are catalytic RNA molecules with ribonuclease activity that are capable of 
cleaving a single-stranded nucleic acid, such as an mRNA, to which they have a 
complementary region. Thus, ribozymes {e.g., hammerhead ribozymes (described in 
Haselhoff and Gerlach (1988) Nature 334:585-591)) can be used to catalytically cleave 
mRNA transcripts to thereby inhibit translation of an mRNA. A ribozyme having specificity 

30 for a nucleic acid of the invention can be designed based upon the nucleotide sequence of a 
DNA disclosed herein {i.e., SEQ ID NO: 1-684, or 1369-1966). For example, a derivative of 
Tetrahymena L-19 IVS RNA can be constructed in which the nucleotide sequence of the 
active site is complementary to the nucleotide sequence to be cleaved in a mRNA. See, e.g., 
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Cech et ah U.S. Pat. No. 4,987,071; and Cech et ah U.S. Pat. No. 5,1 16,742. Alternatively, 
mRNA of the invention can be used to select a catalytic RNA having a specific ribonuclease 
activity from a pool of RNA molecules. See, e.g., Bartel et ah, (1993) Science 
261:1411-1418. 

5 Alternatively, gene expression can be inhibited by targeting nucleotide sequences 

complementary to the regulatory region {e.g., promoter and/or enhancers) to form triple 
helical structures that prevent transcription of the gene in target cells. See generally, Helene. 
(1991) Anticancer Drug Des. 6: 569-84; Helene. et ah (1992) Ann. MY. Acad. Set 
660:27-36; and Maher (1992) Bioassays 14: 807-15. 

10 In various embodiments, the nucleic acids of the invention can be modified at the 

base moiety, sugar moiety or phosphate backbone to improve, e.g., the stability, 
hybridization, or solubility of the molecule. For example, the deoxyribose phosphate 
backbone of the nucleic acids can be modified to generate peptide nucleic acids (see Hyrup 
et ah (1996) Bioorg Med Chem 4: 5-23). As used herein, the terms "peptide nucleic acids" 

15 or "PNAs" refer to nucleic acid mimics, e.g., DNA mimics, in which the deoxyribose 
phosphate backbone is replaced by a pseudopeptide backbone and only the four natural 
nucleobases are retained. The neutral backbone of PNAs has been shown to allow for 
specific hybridization to DNA and RNA under conditions of low ionic strength. The 
synthesis of PNA oligomers can be performed using standard solid phase peptide synthesis 

20 protocols as described in Hyrup et ah (1996) above; Perry-O'Keefe et ah (1996) PNAS 93: 
14670-675. 

PNAs of the invention can be used in therapeutic and diagnostic applications. For 
example, PNAs can be used as antisense or antigene agents for sequence-specific modulation 
of gene expression by, e.g., inducing transcription or translation arrest or inhibiting 

25 replication. PNAs of the invention can also be used, e.g., in the analysis of single base pair 
mutations in a gene by, e.g., PNA directed PGR clamping; as artificial restriction enzymes 
when used in combination with other enzymes, e.g., SI nucleases (Hyrup B. (1996) above); 
or as probes or primers for DNA sequence and hybridization (Hyrup et ah (1996), above; 
Perry-O'Keefe (1996), above). 

30 In another embodiment, PNAs of the invention can be modified, e.g., to enhance 

their stability or cellular uptake, by attaching lipophilic or other helper groups to PNA, by 
the formation of PNA-DNA chimeras, or by the use of liposomes or other techniques of drug 
delivery known in the art. For example, PNA-DNA chimeras can be generated that may 
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combine the advantageous properties of PNA and DNA. Such chimeras allow DNA 
recognition enzymes, e.g., RNase H and DNA polymerases, to interact with the DNA 
portion while the PNA portion would provide high binding affinity and specificity. 
PNA-DNA chimeras can be linked using linkers of appropriate lengths selected in terms of 
5 base stacking, number of bonds between the nucleobases, and orientation (Hyrup (1996) 
above). The synthesis of PNA-DNA chimeras can be performed as described in Hyrup 
(1996) above and Finn et al (1996) Nucl Acids Res 24: 3357-63. For example, a DNA chain 
can be synthesized on a solid support using standard phosphoramidite coupling chemistry, 
and modified nucleoside analogs, e.g., 5 -(4-methoxytrityl)amino-5'-deoxy-thymidine 

10 phosphoramidite, can be used between the PNA and the 5' end of DNA (Mag et al (1989) 
Nucl Acid Res 17: 5973-88). PNA monomers are then coupled in a stepwise manner to 
produce a chimeric molecule with a 5' PNA segment and a 3' DNA segment (Finn et al. 
(1996) above). Alternatively, chimeric molecules can be synthesized with a 5' DNA 
segment and a 3' PNA segment. See, Petersen et al (1975) Bioorg Med Chem Lett 5: 

15 1119-11124. 

In other embodiments, the oligonucleotide may include other appended groups such 
as peptides (e.g., for targeting host cell receptors in vivo), or agents facilitating transport 
across the cell membrane (see, e.g., Letsinger et al, 1989, Proc. Natl. Acad. Set U.S.A. 
86:6553-6556; Lemaitre et al, 1987, Proc. Natl Acad. Set 84:648-652; PCT Publication 

20 No. W0 8 8/0 9 8 1 0) or the blood-brain barrier (see, e.g. , PCT Publication No. W089/1 0 1 34). 
In addition, oligonucleotides can be modified with hybridization triggered cleavage agents 
(See, e.g., Krol et al, 1988, BioTechniques 6:958-976) or intercalating agents. (See 9 e.g., 
Zon, 1988, Pharm. Res. 5: 539-549). To this end, the oligonucleotide may be conjugated to 
another molecule, e.g., a peptide, a hybridization triggered cross-linking agent, a transport 

25 agent, a hybridization-triggered cleavage agent, etc. 

4.5 HOSTS 

The present invention further provides host cells genetically engineered to contain 
the polynucleotides of the invention. For example, such host cells may contain nucleic acids 
30 of the invention introduced into the host cell using known transformation, transfection or 
infection methods. The present invention still further provides host cells genetically 
engineered to express the polynucleotides of the invention, wherein such polynucleotides are 
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in operative association with a regulatory sequence heterologous to the host cell which 
drives expression of the polynucleotides in the cell. 

Knowledge of nucleic acid sequences allows for modification of cells to permit, or 
increase, expression of endogenous polypeptide. Cells can be modified (e.g., by 
5 homologous recombination) to provide increased polypeptide expression by replacing, in 
whole or in part, the naturally occurring promoter with all or part of a heterologous promoter 
so that the cells express the polypeptide at higher levels. The heterologous promoter is 
inserted in such a manner that it is operatively linked to the encoding sequences. See, for 
example, PCT International Publication No. WO94/12650, PCT International Publication 

10 No. WO92/20808, and PCT International Publication No. WO91/09955. It is also 

contemplated that, in addition to heterologous promoter DNA, amplifiable marker DNA 
(e.g., ada, dhfr, and the multifunctional CAD gene which encodes carbamyl phosphate 
synthase, aspartate transcarbamylase, and dihydroorotase) and/or intron DNA may be 
inserted along with the heterologous promoter DNA. If linked to the coding sequence, 

15 amplification of the marker DNA by standard selection methods results in co-amplification 
of the desired protein coding sequences in the cells. 

The host cell can be a higher eukaryotic host cell, such as a mammalian cell, a lower 
eukaryotic host cell, such as a yeast cell, or the host cell can be a prokaryotic cell, such as a 
bacterial cell. Introduction of the recombinant construct into the host cell can be effected by 

20 calcium phosphate transfection, DEAE, dextran mediated transfection, or electroporation 

(Davis, L. et al., Basic Methods in Molecular Biology (1986)). The host cells containing one 
of the polynucleotides of the invention, can be used in conventional manners to produce the 
gene product encoded by the isolated fragment (in the case of an ORF) or can be used to 
produce a heterologous protein under the control of the EMF. 

25 Any host/vector system can be used to express one or more of the ORFs of the 

present invention. These include, but are not limited to, eukaryotic hosts such as HeLa cells, 
Cv-1 cell, COS cells, 293 cells, and Sf9 cells, as well as prokaryotic host such as E. coli and 
B. subtilis. The most preferred cells are those which do not normally express the particular 
polypeptide or protein or which expresses the polypeptide or protein at low natural level. 

30 Mature proteins can be expressed in mammalian cells, yeast, bacteria, or other cells under 
the control of appropriate promoters. Cell-free translation systems can also be employed to 
produce such proteins using RNAs derived from the DNA constructs of the present 
invention. Appropriate cloning and expression vectors for use with prokaryotic and 
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eukaryotic hosts are described by Sambrook, et al., in Molecular Cloning: A Laboratory 
Manual, Second Edition, Cold Spring Harbor, New York (1989), the disclosure of which is 
hereby incorporated by reference. 

Various mammalian cell culture systems can also be employed to express 
5 recombinant protein. Examples of mammalian expression systems include the COS-7 lines 
of monkey kidney fibroblasts, described by Gluzman, Cell 23:175 (1981). Other cell lines 
capable of expressing a compatible vector are, for example, the CI 27, monkey COS cells, 
Chinese Hamster Ovary (CHO) cells, human kidney 293 cells, human epidermal A43 1 cells, 
human Colo205 cells, 3T3 cells, CV-1 cells, other transformed primate cell lines, normal 

10 diploid cells, cell strains derived from in vitro culture of primary tissue, primary explants, 

HeLa cells, mouse L cells, BHK, HL-60, U937, HaK or Jurkat cells. Mammalian expression 
vectors will comprise an origin of replication, a suitable promoter and also any necessary 
ribosome binding sites, polyadenylation site, splice donor and acceptor sites, transcriptional 
termination sequences, and 5 ' flanking nontranscribed sequences. DNA sequences derived 

15 from the SV40 viral genome, for example, SV40 origin, early promoter, enhancer, splice, 
and polyadenylation sites may be used to provide the required nontranscribed genetic 
elements. Recombinant polypeptides and proteins produced in bacterial culture are usually 
isolated by initial extraction from cell pellets, followed by one or more salting-out, aqueous 
ion exchange or size exclusion chromatography steps. Protein refolding steps can be used, 

20 as necessary, in completing configuration of the mature protein. Finally, high performance 
liquid chromatography (HPLC) can be employed for final purification steps. Microbial cells 
employed in expression of proteins can be disrupted by any convenient method, including 
freeze-thaw cycling, sonication, mechanical disruption, or use of cell lysing agents. 

Alternatively, it may be possible to produce the protein in lower eukaryotes such as 

25 yeast or insects or in prokaryotes such as bacteria. Potentially suitable yeast strains include 
Saccharomyces cerevisiae, Schizosaccharomyces pombe, Kluyveromyces strains, Candida, 
or any yeast strain capable of expressing heterologous proteins. Potentially suitable bacterial 
strains include Escherichia coli, Bacillus suhtilis, Salmonella typhimuriuni, or any bacterial 
strain capable of expressing heterologous proteins. If the protein is made in yeast or 

30 bacteria, it may be necessary to modify the protein produced therein, for example by 

phosphorylation or glycosylation of the appropriate sites, in order to obtain the functional 
protein. Such covalent attachments may be accomplished using known chemical or 
enzymatic methods. 



i 
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In another embodiment of the present invention, cells and tissues may be engineered 
to express an endogenous gene comprising the polynucleotides of the invention under the 
control of inducible regulatory elements, in which case the regulatory sequences of the 
endogenous gene may be replaced by homologous recombination. As described herein, gene 
5 targeting can be used to replace a gene's existing regulatory region with a regulatory 
sequence isolated from a different gene or a novel regulatory sequence synthesized by 
genetic engineering methods. Such regulatory sequences may be comprised of promoters, 
enhancers, scaffold-attachment regions, negative regulatory elements, transcriptional 
initiation sites, and regulatory protein binding sites or combinations of said sequences. 

10 Alternatively, sequences which affect the structure or stability of the RNA or protein 
produced may be replaced, removed, added, or otherwise modified by targeting. These 
sequence include polyadenylation signals, mRNA stability elements, splice sites, leader 
sequences for enhancing or modifying transport or secretion properties of the protein, or 
other sequences which alter or improve the function or stability of protein or RNA 

15 molecules. 

The targeting event may be a simple insertion of the regulatory sequence, placing the 
gene under the control of the new regulatory sequence, e.g., inserting a new promoter or 
enhancer or both upstream of a gene. Alternatively, the targeting event may be a simple 
deletion of a regulatory element, such as the deletion of a tissue-specific negative regulatory 

20 element. Alternatively, the targeting event may replace an existing element; for example, a 
tissue-specific enhancer can be replaced by an enhancer that has broader or different 
cell-type specificity than the naturally occurring elements. Here, the naturally occurring 
sequences are deleted and new sequences are added. In all cases, the identification of the 
targeting event ma}' be facilitated by the use of one or more selectable marker genes that are 

25 contiguous with the targeting DNA, allowing for the selection of cells in which the 

exogenous DNA has integrated into the host cell genome. The identification of the targeting 
event may also be facilitated by the use of one or more marker genes exhibiting the property 
of negative selection, such that the negatively selectable marker is linked to the exogenous 
DNA, but configured such that the negatively selectable marker flanks the targeting 

30 sequence, and such that a correct homologous recombination event with sequences in the 

host cell genome does not result in the stable integration of the negatively selectable marker. 
Markers useful for this purpose include the Herpes Simplex Virus thymidine kinase (TK) 
gene or the bacterial xanthine-guanine phosphoribosyl-transferase (gpt) gene. 
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The gene targeting or gene activation techniques which can be used in accordance 
with this aspect of the invention are more particularly described in U.S. Patent No. 5,272,071 
to Chappel; U.S. Patent No. 5,578,461 to Sherwin et al.; International Application No. 
PCT/US92/09627 (WO93/09222) by Selden et al.; and International Application No. 
5 PCT/US90/06436 (WO91/06667) by Skoultchi et al., each of which is incorporated by 
reference herein in its entirety. 

4.6 POLYPEPTIDES OF THE INVENTION 

The isolated polypeptides of the invention include, but are not limited to, a 

10 polypeptide comprising: the amino acid sequences set forth as any one of SEQ ID NO: 685- 
1368, or 1967-2564 or an amino acid sequence encoded by any one of the nucleotide 
sequences SEQ ID NO: 1-684, or 1369-1966 or the corresponding full length or mature 
protein. Polypeptides of the invention also include polypeptides preferably with biological or 
immunological activity that are encoded by: (a) a polynucleotide having any one of the 

15 nucleotide sequences set forth in SEQ ID NO: 1-684, or 1369-1966 or (b) polynucleotides 
encoding any one of the amino acid sequences set forth as SEQ ID NO: 685-1368, or 1967- 
2564 or (c) polynucleotides that hybridize to the complement of the polynucleotides of either 
(a) or (b) under stringent hybridization conditions. The invention also provides biologically 
active or immunologically active variants of any of the amino acid sequences set forth as 

20 SEQ ID NO: 685-1368, or 1967-2564 or the corresponding full length or mature protein; and 
"substantial equivalents" thereof (e.g., with at least about 65%, at least about 70%, at least 
about 75%, at least about 80%, at least about 85%, 86%, 87%, 88%, 89%, at least about 
90%, 91%, 92%, 93%, 94%, typically at least about 95%, 96%, 97%, more typically at least 
about 98%, or most typically at least about 99% amino acid identity) that retain biological 

25 activity. Polypeptides encoded by allelic variants may have a similar, increased, or 

decreased activity compared to polypeptides comprising SEQ ID NO: 685-1368, or 1967- 
2564. 

Fragments of the proteins of the present invention which are capable of exhibiting 
biological activity are also encompassed by the present invention. Fragments of the protein 
30 may be in linear form or they may be cyclized using known methods, for example, as 
described in H. U. Saragovi, et al., Bio/Technology 10, 773-778 (1992) and in R. S. 
McDowell, et al., J. Amer. Chem. Soc. 1 14, 9245-9253 (1992), both of which are 
incorporated herein by reference. Such fragments may be fused to carrier molecules such as 
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immunoglobulins for many purposes, including increasing the valency of protein binding 
sites. Fragments are also identified in Tables 3A, 3B, 5, 7, or 8. 

The present invention also provides both full-length and mature forms (for example, 
without a signal sequence or precursor sequence) of the disclosed proteins. The protein 
5 coding sequence is identified in the sequence listing by translation of the disclosed 

nucleotide sequences. The predicted signal sequence is set forth in Table 5. The mature 
form of such protein may be obtained and confirmed by expression of a full-length 
polynucleotide in a suitable mammalian cell or other host cell and sequencing of the cleaved 
product. One of skill in the art will recognize that the actual cleavage site may be different 

10 than that predicted in Table 5. The sequence of the mature form of the protein is also 

determinable from the amino acid sequence of the full-length form. Where proteins of the 
present invention are membrane bound, soluble forms of the proteins are also provided. In 
such forms, part or all of the regions causing the proteins to be membrane bound are deleted 
so that the proteins are fully secreted from the cell in which they are expressed (See, e.g., 

1 5 Sakal et al., Prep. Biochem. Biotechnol. (2000), 30(2), pp. 107-23, incorporated herein by 
reference). 

Protein compositions of the present invention may further comprise an acceptable 
carrier, such as a hydrophilic, e.g., pharmaceutical^ acceptable, carrier. 

The present invention further provides isolated polypeptides encoded by the nucleic 

20 acid fragments of the present invention or by degenerate variants of the nucleic acid 
fragments of the present invention. By "degenerate variant" is intended nucleotide 
fragments which differ from a nucleic acid fragment of the present invention {e.g., an ORF) 
by nucleotide sequence but, due to the degeneracy of the genetic code, encode an identical 
polypeptide sequence. Preferred nucleic acid fragments of the present invention are the 

25 ORFs that encode proteins. 

A variety of methodologies known in the art can be utilized to obtain any one of the 
isolated polypeptides or proteins of the present invention. At the simplest level, the amino 
acid sequence can be synthesized using commercially available peptide synthesizers. The 
synthetically-constructed protein sequences, by virtue of sharing primary, secondary or 

30 tertiary structural and/or conformational characteristics with proteins may possess biological 
properties in common therewith, including protein activity. This technique is particularly 
useful in producing small peptides and fragments of larger polypeptides. Fragments are 
useful, for example, in generating antibodies against the native polypeptide. Thus, they may 
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be employed as biologically active or immunological substitutes for natural, purified 
proteins in screening of therapeutic compounds and in immunological processes for the 
development of antibodies. > 

The polypeptides and proteins of the present invention can alternatively be purified 
5 from cells which have been altered to express the desired polypeptide or protein. As used 
herein, a cell is said to be altered to express a desired polypeptide or protein when the cell, 
through genetic manipulation, is made to produce a polypeptide or protein which it normally 
does not produce or which the cell normally produces at a lower level. One skilled in the art 
can readily adapt procedures for introducing and expressing either recombinant or synthetic 

10 sequences into eukaryotic or prokaryotic cells in order to generate a cell which produces one 
of the polypeptides or proteins of the present invention. 

The invention also relates to methods for producing a polypeptide comprising 
growing a culture of host cells of the invention in a suitable culture medium, and purifying 
the protein from the cells or the culture in which the cells are grown. For example, the 

15 methods of the invention include a process for producing a polypeptide in which a host cell 
containing a suitable expression vector that includes a polynucleotide of the invention is 
cultured under conditions that allow expression of the encoded polypeptide. The 
polypeptide can be recovered from the culture, conveniently from the culture medium, or 
from a lysate prepared from the host cells and further purified. Preferred embodiments 

20 include those in which the protein produced by such process is a full length or mature form 
of the protein. 

In an alternative method, the polypeptide or protein is purified from bacterial cells 
which naturally produce the polypeptide or protein. One skilled in the art can readily follow 
known methods for isolating polypeptides and proteins in order to obtain one of the isolated 

25 polypeptides or proteins of the present invention. These include, but are not limited to, 
immunochromatography, HPLC, size-exclusion chromatography, ion-exchange 
chromatography, and immuno-affinity chromatography. See, e.g., Scopes, Protein 
Purification: Principles and Practice, Springer- Verlag (1994); Sambrook, et al., in 
Molecular Cloning: A Laboratory Manual, Ausubel et al., Current Protocols in Molecular 

30 Biology. Polypeptide fragments that retain biological/immunological activity include 

fragments comprising greater than about 100 amino acids, or greater than about 200 amino 
acids, and fragments that encode specific protein domains. 
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The purified polypeptides can be used in in vitro binding assays which are well 
known in the art to identify molecules which bind to the polypeptides. These molecules 
include but are not limited to 3 for e.g., small molecules, molecules from combinatorial 
libraries, antibodies or other proteins. The molecules identified in the binding assay are then 
5 tested for antagonist or agonist activity in in vivo tissue culture or animal models that are 
well known in the art. In brief, the molecules are titrated into a plurality of cell cultures or 
animals and then tested for either cell/animal death or prolonged survival of the animal/cells. 

In addition, the peptides of the invention or molecules capable of binding to the 
peptides may be complexed with toxins, e.g., ricin or cholera, or with other compounds that 
10 are toxic to cells. The toxin-binding molecule complex is then targeted to a tumor or other 
cell by the specificity of the binding molecule for SEQ ID NO: 685-1368, or 1967-2564. 

The protein of the invention may also be expressed as a product of transgenic 
animals, e.g., as a component of the milk of transgenic cows, goats, pigs, or sheep which are 
characterized by somatic or germ cells containing a nucleotide sequence encoding the 
1 5 protein. 

The proteins provided herein also include proteins characterized by amino acid 
sequences similar to those of purified proteins but into which modification are naturally 
provided or deliberately engineered. For example, modifications, in the peptide or DNA 
sequence, can be made by those skilled in the art using known techniques. Modifications of 

20 interest in the protein sequences may include the alteration, substitution, replacement, 

insertion or deletion of a selected amino acid residue in the coding sequence. For example, 
one or more of the cysteine residues may be deleted or replaced with another amino acid to 
alter the conformation of the molecule. Techniques for such alteration, substitution, 
replacement, insertion or deletion are well known to those skilled in the art (see, e.g., U.S. 

25 Pat. No. 4,518,584). Preferably, such alteration, substitution, replacement, insertion or 

deletion retains the desired activity of the protein. Regions of the protein that are important 
for the protein function can be determined by various methods known in the art including the 
alanine-scanning method which involved systematic substitution of single or strings of 
amino acids with alanine, followed by testing the resulting alanine-containing variant for 

30 biological activity. This type of analysis determines the importance of the substituted amino 
acid(s) in biological activity. Regions of the protein that are important for protein function 
may be determined by the eMATRIX program. 



WO 2004/080148 



PCT/US2003/030720 



35 

Other fragments and derivatives of the sequences of proteins which would be 
expected to retain protein activity in whole or in part and are useful for screening or other 
immunological methodologies may also be easily made by those skilled in the art given the 
disclosures herein. Such modifications are encompassed by the present invention. 
5 The protein may also be produced by operably linking the isolated polynucleotide of 

the invention to suitable control sequences in one or more insect expression vectors, and 
employing an insect expression system. Materials and methods for baculovirus/insect cell 
expression systems are commercially available in kit form from, e.g., Invitrogen, San Diego, 
Calif., U.S.A. (the MaxBat™ kit), and such methods are well known in the art, as described 

10 in Summers and Smith, Texas Agricultural Experiment Station Bulletin No. 1555 (1987), 
incorporated herein by reference. As used herein, an insect cell capable of expressing a 
polynucleotide of the present invention is "transformed." 

The protein of the invention may be prepared by culturing transformed host cells 
under culture conditions suitable to express the recombinant protein. The resulting 

15 expressed protein may then be purified from such culture (i.e., from culture medium or cell 
extracts) using known purification processes, such as gel filtration and ion exchange 
chromatography. The purification of the protein may also include an affinity column 
containing agents which will bind to the protein; one or more column steps over such affinity 
resins as concanavalin A-agarose, heparin-toyopearl™ or Cibacrom blue 3GA Sepharose™; 

20 one or more steps involving hydrophobic interaction chromatography using such resins as 
phenyl ether, butyl ether, or propyl ether; or immunoaffinity chromatography. 

Alternatively, the protein of the invention may also be expressed in a form which will 
facilitate purification. For example, it may be expressed as a fusion protein, such as those of 
maltose binding protein (MBP), glutathione-S-transferase (GST) or thioredoxin (TRX), or as 

25 a His tag. Kits for expression and purification of such fusion proteins are commercially 
available from New England BioLab (Beverly, Mass.), Pharmacia (Piscataway, N J.) and 
Invitrogen, respectively. The protein can also be tagged with an epitope and subsequently 
purified by using a specific antibody directed to such epitope. One such epitope ("FLAG®") 
is commercially available from Kodak (New Haven, Conn.). 

30 Finally, one or more reverse-phase high performance liquid chromatography (RP- 

HPLC) steps employing hydrophobic RP-HPLC media, e.g., silica gel having pendant 
methyl or other aliphatic groups, can be employed to further purify the protein. Some or all 
of the foregoing purification steps, in various combinations, can also be employed to provide 
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a substantially homogeneous isolated recombinant protein. The protein thus purified is 
substantially free of other mammalian proteins and is defined in accordance with the present 
invention as an "isolated protein." 

The polypeptides of the invention include analogs (variants). This embraces 
5 fragments, as well as peptides in which one or more amino acids has been deleted, inserted, 
or substituted. Also, analogs of the polypeptides of the invention embrace fusions of the 
polypeptides or modifications of the polypeptides of the invention, wherein the polypeptide 
or analog is fused to another moiety or moieties, e.g., targeting moiety or another therapeutic 
agent. Such analogs may exhibit improved properties such as activity and/or stability. 

10 Examples of moieties which may be fused to the polypeptide or an analog include, for 

example, targeting moieties which provide for the delivery of polypeptide to pancreatic cells, 
e.g., antibodies to pancreatic cells, antibodies to immune cells such as T-cells, monocytes, 
dendritic cells, granulocytes, etc., as well as receptor and ligands expressed on pancreatic or 
immune cells. Other moieties which may be fused to the polypeptide include therapeutic 

1 5 agents which are used for treatment, for example, immunosuppressive drugs such as 

cyclosporin, SK506, azathioprine, CDS antibodies and steroids. Also, polypeptides may be 
fused to immune modulators, and other cytokines such as alpha or beta interferon. 

4.6-1 DETERMINING POLYPEPTIDE AND POLYNUCLEOTIDE 
20 IDENTITY AND SIMILARITY 

Preferred identity and/or similarity are designed to give the largest match between 
the sequences tested. Methods to determine identity and similarity are codified in computer 
programs including, but are not limited to, the GCG program package, including GAP 
(Devereux, J., et al., Nucleic Acids Research 12(1):387 (1984); Genetics Computer Group, 

25 University of Wisconsin, Madison, WI), BLASTP, BLASTN, BLASTX, FASTA (Altschul, 
S.F. et al., J. Molec. Biol. 215:403-410 (1990), PSI-BLAST (Altschul S.F. et al., Nucleic 
Acids Res. vol. 25, pp. 3389-3402, herein incorporated by reference), eMatrix software (Wu 
et al., J. Comp. Biol., Vol. 6, pp. 219-235 (1999), herein incorporated by reference), eMotif 
software (Nevill-Manning et al, ISMB-97, Vol. 4, pp. 202-209, herein incorporated by 

30 reference), Pfam software (Sonnhammer et al., Nucleic Acids Res., Vol. 26(1), pp. 320-322 
(1998), herein incorporated by reference) and the Kyte-Doolittle hydrophobocity prediction 
algorithm (J. Mol Biol, 157, pp. 105-31 (1982), the GeneAtlas software (Molecular 
Simulations Inc. (MSI), San Diego, CA) (Sanchez and Sali (1998) Proc. Natl. Acad. Sci., 95, 
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13597-13602; Kitson DH et al, (2000) "Remote homology detection using structural 
modeling - an evaluation" Submitted; Fischer and Eisenberg (1996) Protein Sci. 5, 947- 
955), Neural Network SignalP VI. 1 program (from Center for Biological Sequence 
Analysis, The Technical University of Denmark) incorporated herein by reference). 
5 Polypeptide sequences were examined by a proprietary algorithm, SeqLoc that separates the 
proteins into three sets of locales: intracellular, membrane, or secreted. This prediction is 
based upon three characteristics of each polypeptide, including percentage of cysteine 
residues, Kyte-Doolittle scores for the first 20 amino acids of each protein, and Kyte- 
Doolittle scores to calculate the longest hydrophobic stretch of the said protein. Values of 

10 predicted proteins are compared against the values from a set of 592 proteins of known 

cellular localization from the Swissprot database ( http : //www . expa s v . ch/st>ro t) . Predictions 
are based upon the maximum likelihood estimation. 

Pesence of transmembrane region(s) was detected using the TMpred program 
fhttp://www.ch.embnet.org/software/TMPRED form.html) . 

1 5 The BLAST programs are publicly available from the National Center for 

Biotechnology Information (NCBI) and other sources (BLAST Manual, Altschul, S., et al. 
NCBI NLM NIH Bethesda, MD 20894; Altschul, S., et al., J. Mol. Biol. 215:403-410 
(1990). 

4.7 CHIMERIC AND FUSION PROTEINS 

20 The invention also provides chimeric or fusion proteins. As used herein, a "chimeric 

protein" or "fusion protein" comprises a polypeptide of the invention operatively linked to 
another polypeptide. Within a fusion protein the polypeptide according to the invention can 
correspond to all or a portion of a protein according to the invention. In one embodiment, a 
fusion protein comprises at least one biologically active portion of a protein according to the 

25 invention. In another embodiment, a fusion protein comprises at least two biologically 

active portions of a protein according to the invention. Within the fusion protein, the term 
"operatively linked" is intended to indicate that the polypeptide according to the invention 
and the other polypeptide are fused in-frame to each other. The polypeptide can be fused to 
the N-terminus or C-terminus, or to the middle. 

30 For example, in one embodiment a fusion protein comprises a polypeptide according 

to the invention operably linked to the extracellular domain of a second protein. 
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In another embodiment, the fusion protein is a GST-fusion protein in which the 
polypeptide sequences of the invention are fused to the C-terminus of the GST (i.e., 
glutathione S -transferase) sequences. 

In another embodiment, the fusion protein is an immunoglobulin fusion protein in 
5 which the polypeptide sequences according to the invention comprise one or more domains 
fused to sequences derived from a member of the immunoglobulin protein family. The 
immunoglobulin fusion proteins of the invention can be incorporated into pharmaceutical 
compositions and administered to a subject to inhibit an interaction between a ligand and a 
protein of the invention on the surface of a cell, to thereby suppress signal transduction in 

10 vivo. The immunoglobulin fusion proteins can be used to affect the bioavailability of a 

cognate ligand. Inhibition of the ligand/protein interaction may be useful therapeutically for 
both the treatment of proliferative and differentiative disorders, e.g., cancer as well as 
modulating (e.g., promoting or inhibiting) cell survival. Moreover, the immunoglobulin 
fusion proteins of the invention can be used as immunogens to produce antibodies in a 

1 5 subject, to purify ligands, and in screening assays to identify molecules that inhibit the 
interaction of a polypeptide of the invention with a ligand. 

A chimeric or fusion protein of the invention can be produced by standard 
recombinant DNA techniques. For example, DNA fragments coding for the different 
polypeptide sequences are ligated together in-frame in accordance with conventional 

20 techniques, e.g., by employing blunt-ended or stagger-ended termini for ligation, restriction 
enzyme digestion to provide for appropriate termini, filling-in of cohesive ends as 
appropriate, alkaline phosphatase treatment to avoid undesirable joining, and enzymatic 
ligation. In another embodiment, the fusion gene can be synthesized by conventional 
techniques including automated DNA synthesizers. Alternatively, PGR amplification of 

25 gene fragments can be carried out using anchor primers that give rise to complementary 

overhangs between two consecutive gene fragments that can subsequently be annealed and 
reamplified to generate a chimeric gene sequence (see, for example, Ausubel et al. (eds.) 
Current Protocols in Molecular Biology, John Wiley & Sons, 1992). Moreover, 
many expression vectors are commercially available that already encode a fusion moiety 

30 (e.g. , a GST polypeptide). A nucleic acid encoding a polypeptide of the invention can be 
cloned into such an expression vector such that the fusion moiety is linked in-frame to the 
protein of the invention. 
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4.8 GENE THERAPY 

Mutations in the polynucleotides of the invention gene may result in loss of normal 
function of the encoded protein. The invention thus provides gene therapy to restore normal 
activity of the polypeptides of the invention; or to treat disease states involving polypeptides 
5 of the invention. Delivery of a functional gene encoding polypeptides of the invention to 
appropriate cells is effected ex vivo, in situ, or in vivo by use of vectors, and more 
particularly viral vectors (e.g., adenovirus, adeno-associated virus, or a retrovirus), or ex vivo 
by use of physical DNA transfer methods (e.g., liposomes or chemical treatments). See, for 
example, Anderson, Nature, supplement to vol. 392, no. 6679, pp.25-20 (1998). For 

10 additional reviews of gene therapy technology see Friedmann, Science, 244: 1275-1281 

(1989); Verma, Scientific American: 68-84 (1990); and Miller, Nature, 357: 455-460 (1992). 
Introduction of any one of the nucleotides of the present invention or a gene encoding the 
polypeptides of the present invention can also be accomplished with extrachromosomal 
substrates (transient expression) or artificial chromosomes (stable expression). Cells may 

1 5 also be cultured ex vivo in the presence of proteins of the present invention in order to 

proliferate or to produce a desired effect on or activity in such cells. Treated cells can then 
be introduced in vivo for therapeutic purposes. Alternatively, it is contemplated that in other 
human disease states, preventing the expression of or inhibiting the activity of polypeptides 
of the invention will be useful in treating the disease states. It is contemplated that antisense 

20 therapy or gene therapy could be applied to negatively regulate the expression of 
polypeptides of the invention. 

Other methods inhibiting expression of a protein include the introduction of antisense 
molecules to the nucleic acids of the present invention, their complements, or their translated 
RNA sequences, by methods known in the art. Further, the polypeptides of the present 

25 invention can be inhibited by using targeted deletion methods, or the insertion of a negative 
regulatory element such as a silencer, which is tissue specific. 

The present invention still further provides cells genetically engineered in vivo to 
express the polynucleotides of the invention, wherein such polynucleotides are in operative 
association with a regulatory sequence heterologous to the host cell which drives expression of 

30 the polynucleotides in the cell. These methods can be used to increase or decrease the 
expression of the polynucleotides of the present invention. 

Knowledge of DNA sequences provided by the invention allows for modification of 
cells to permit, increase, or decrease, expression of endogenous polypeptide. Cells can be 
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modified (e.g., by homologous recombination) to provide increased polypeptide expression by 
replacing, in whole or in part, the naturally occurring promoter with all or part of a heterologous 
promoter so that the cells express the protein at higher levels. The heterologous promoter is 
inserted in such a manner that it is operatively linked to the desired protein encoding sequences. 
5 See, for example, PCT International Publication No. WO 94/12650, PCT International 

Publication No. WO 92/20808, and PCT International Publication No. WO 91/09955. It is also 
contemplated that, in addition to heterologous promoter DNA, amplifiable marker DNA (e.g., 
ada, dhfr, and the multifunctional CAD gene which encodes carbamyl phosphate synthase, 
aspartate transcarbamylase, and dihydroorotase) and/or intron DNA may be inserted along with 

1 0 the heterologous promoter DNA. If linked to the desired protein coding sequence, 

amplification of the marker DNA by standard selection methods results in co-amplification of 
the desired protein coding sequences in the cells. 

In another embodiment of the present invention, cells and tissues may be engineered to 
express an endogenous gene comprising the polynucleotides of the invention under the control 

15 of inducible regulatory elements, in which case the regulatory sequences of the endogenous 
gene may be replaced by homologous recombination. As described herein, gene targeting can 
be used to replace a gene's existing regulatory region with a regulatory sequence isolated from 
a different gene or a novel regulatory sequence synthesized by genetic engineering methods. 
Such regulatory sequences may be comprised of promoters, enhancers, scaffold-attachment 

20 regions, negative regulatory elements, transcriptional initiation sites, regulatory protein binding 
sites or combinations of said sequences. Alternatively, sequences which affect the structure or 
stability of the RNA or protein produced may be replaced, removed, added, or otherwise 
modified by targeting. These sequences include polyadenylation signals, mRNA stability 
elements, splice sites, leader sequences for enhancing or modifying transport or secretion 

25 properties of the protein, or other sequences which alter or improve the function or stability of 
protein or RNA molecules. 

The targeting event may be a simple insertion of the regulatory sequence, placing the 
gene under the control of the new regulatory sequence, e.g., inserting a new promoter or 
enhancer or both upstream of a gene. Alternatively, the targeting event may be a simple 

30 deletion of a regulatory element, such as the deletion of a tissue-specific negative regulatory 
element. Alternatively, the targeting event may replace an existing element; for example, a 
tissue-specific enhancer can be replaced by an enhancer that has broader or different cell-type 
specificity than the naturally occurring elements. Here, the naturally occurring sequences are 
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deleted and new sequences are added. In all cases, the identification of the targeting event may 
be facilitated by the use of one or more selectable marker genes that are contiguous with the 
targeting DNA, allowing for the selection of cells in which the exogenous DNA has integrated 
into the cell genome. The identification of the targeting event may also be facilitated by the use 
5 of one or more marker genes exhibiting the property of negative selection, such that the 
negatively selectable marker is linked to the exogenous DNA, but configured such that the 
negatively selectable marker flanks the targeting sequence, and such that a correct homologous 
recombination event with sequences in the host cell genome does not result in the stable 
integration of the negatively selectable marker. Markers useful for this purpose include the 

1 0 Herpes Simplex Virus thymidine kinase (TK) gene or the bacterial xanthine-guanine 
phosphoribosyl-transferase (gpt) gene. 

The gene targeting or gene activation techniques which can be used in accordance with 
this aspect of the invention are more particularly described in U.S. Patent No. 5,272,071 to 
Chappel; U.S. Patent No. 5,578,461 to Sherwin et al.; International Application No. 

1 5 PCT/US92/09627 (WO93/09222) by Selden et al.; and International Application No. 
PCT/US90/06436 (W09 1/06667) by Skoultchi et al., each of which is incorporated by 
reference herein in its entirety. 

4.9 TRANSGENIC ANIMALS 

20 In preferred methods to determine biological functions of the polypeptides of the 

invention in vivo 9 one or more genes provided by the invention are either over expressed or 
inactivated in the germ line of animals using homologous recombination [Capecchi, Science 
244:1288-1292 (1989)]. Animals in which the gene is over expressed, under the regulator)/ 
control of exogenous or endogenous promoter elements, are known as transgenic animals. 

25 Animals in which an endogenous gene has been inactivated by homologous recombination 
are referred to as "knockout" animals. Knockout animals, preferably non-human mammals, 
can be prepared as described in U.S. Patent No. 5,557,032, incorporated herein by reference. 
Transgenic animals are useful to determine the roles polypeptides of the invention play in 
biological processes, and preferably in disease states. Transgenic animals are useful as model 

30 systems to identify compounds that modulate lipid metabolism. Transgenic animals, 

preferably non-human mammals, are produced using methods as described in U.S. Patent No 
5,489,743 and PCT Publication No. W094/28 122, incorporated herein by reference. 
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Transgenic animals can be prepared wherein all or part of a promoter of the 
polynucleotides of the invention is either activated or inactivated to alter the level of 
expression of the polypeptides of the invention. Inactivation can be carried out using 
homologous recombination methods described above. Activation can be achieved by 
5 supplementing or even replacing the homologous promoter to provide for increased protein 
expression. The homologous promoter can be supplemented by insertion of one or more 
heterologous enhancer elements known to confer promoter activation in a particular tissue. 

The polynucleotides of the present invention also make possible the development, 
through, e.g., homologous recombination or knock out strategies, of animals that fail to 

10 express polypeptides of the invention or that express a variant polypeptide. Such animals are 
useful as models for studying the in vivo activities of polypeptide as well as for studying 
modulators of the polypeptides of the invention. 

In preferred methods to determine biological functions of the polypeptides of the 
invention in vivo, one or more genes provided by the invention are either over expressed or 

15 inactivated in the germ line of animals using homologous recombination [Capecchi, Science 
244:1288-1292 (1989)]. Animals in which the gene is over expressed, under the regulatory 
control of exogenous or endogenous promoter elements, are known as transgenic animals. 
Animals in which an endogenous gene has been inactivated by homologous recombination 
are referred to as "knockout" animals. Knockout animals, preferably non-human mammals, 

20 can be prepared as described in U.S. Patent No. 5,557,032, incorporated herein by reference. 
Transgenic animals are useful to determine the roles polypeptides of the invention play in 
biological processes, and preferably in disease states. Transgenic animals are useful as model 
systems to identify compounds that modulate lipid metabolism. Transgenic animals, 
preferably non-human mammals, are produced using methods as described in U.S. Patent No 

25 5,489,743 and PCT Publication No. W094/28122, incorporated herein by reference. 

Transgenic animals can be prepared wherein all or part of the polynucleotides of the 
invention promoter is either activated or inactivated to alter the level of expression of the 
polypeptides of the invention. Inactivation can be carried out using homologous 
recombination methods described above. Activation can be achieved by supplementing or 

30 even replacing the homologous promoter to provide for increased protein expression. The 
homologous promoter can be supplemented by insertion of one or more heterologous 
enhancer elements known to confer promoter activation in a particular tissue. 
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4.10 USES AND BIOLOGICAL ACTIVITY 

The polynucleotides and proteins of the present invention are expected to exhibit one 
or more of the uses or biological activities (including those associated with assays cited 
herein) identified herein. Uses or activities described for proteins of the present invention 
5 may be provided by administration or use of such proteins or of polynucleotides encoding 
such proteins (such as, for example, in gene therapies or vectors suitable for introduction of 
DNA). The mechanism underlying the particular condition or pathology will dictate whether 
the polypeptides of the invention, the polynucleotides of the invention or modulators 
(activators or inhibitors) thereof would be beneficial to the subject in need of treatment. 

10 Thus, "therapeutic compositions of the invention" include compositions comprising isolated 
polynucleotides (including recombinant DNA molecules, cloned genes and degenerate 
variants thereof) or polypeptides of the invention (including full length protein, mature 
protein and truncations or domains thereof), or compounds and other substances that 
modulate the overall activity of the target gene products, either at the level of target 

1 5 gene/protein expression or target protein activity. Such modulators include polypeptides, 
analogs, (variants), including fragments and fusion proteins, antibodies and other binding 
proteins; chemical compounds that directly or indirectly activate or inhibit the polypeptides 
of the invention (identified, e.g., via drug screening assays as described herein); antisense 
polynucleotides and polynucleotides suitable for triple helix formation; and in particular 

20 antibodies or other binding partners that specifically recognize one or more epitopes of the 
polypeptides of the invention. 

The polypeptides of the present invention may like¥/ise be involved in cellular 
activation or in one of the other physiological pathways described herein. 

i 

25 4.10.1 RESEARCH USES AND UTILITIES 

The polynucleotides provided by the present invention can be used by the research 
community for various purposes. The polynucleotides can be used to express recombinant 
protein for analysis, characterization or therapeutic use; as markers for tissues in which the 
corresponding protein is preferentially expressed (either constitutively or at a particular stage 
30 of tissue differentiation or development or in disease states); as molecular weight markers on 
gels; as chromosome markers or tags (when labeled) to identify chromosomes or to map 
related gene positions; to compare with endogenous DNA sequences in patients to identify 
potential genetic disorders; as probes to hybridize and thus discover novel, related DNA 
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sequences; as a source of information to derive PCR primers for genetic fingerprinting; as a 
probe to "subtract-out" known sequences in the process of discovering other novel 
polynucleotides; for selecting and making oligomers for attachment to a "gene chip" or other 
support, including for examination of expression patterns; to raise anti-protein antibodies 
5 using DNA immunization techniques; and as an antigen to raise anti-DNA antibodies or 

elicit another immune response. Where the polynucleotide encodes a protein which binds or 
potentially binds to another protein (such as, for example, in a receptor-ligand interaction), 
the polynucleotide can also be used in interaction trap assays (such as, for example, that 
described in Gyuris et al., Cell 75:791-803 (1993)) to identify polynucleotides encoding the 

10 other protein with which binding occurs or to identify inhibitors of the binding interaction. 

The polypeptides provided by the present invention can similarly be used in assays to 
determine biological activity, including in a panel of multiple proteins for high-throughput 
screening; to raise antibodies or to elicit another immune response; as a reagent (including 
the labeled reagent) in assays designed to quantitatively determine levels of the protein (or 

15 it's receptor) in biological fluids; as markers for tissues in which the corresponding 

polypeptide is preferentially expressed (either constitutively or at a particular stage of tissue 
differentiation or development or in a disease state); and, of course, to isolate correlative 
receptors or ligands. Proteins involved in these binding interactions can also be used to 
screen for peptide or small molecule inhibitors or agonists of the binding interaction. 

20 Any or all of these research utilities are capable of being developed into reagent 

grade or kit format for commercialization as research products. 

Methods for performing the uses listed above are well known to those skilled in the 
art. References disclosing such methods include without limitation "Molecular Cloning: A 
Laboratory Manual", 2d ed., Cold Spring Harbor Laboratory Press, Sambrook, J., E. F. 

25 Fritsch and T. Maniatis eds., 1989, and "Methods in Enzymology : Guide to Molecular 
Cloning Techniques", Academic Press, Berger, S. L. and A. R. Kimmel eds., 1987. 

4.10.2 NUTRITIONAL USES 

Polynucleotides and polypeptides of the present invention can also be used as 
30 nutritional sources or supplements. Such uses include without limitation use as a protein or 

amino acid supplement, use as a carbon source, use as a nitrogen source and use as a source of 
carbohydrate. In such cases the polypeptide or polynucleotide of the invention can be added to 
the feed of a particular organism or can be administered as a separate solid or liquid 
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preparation, such as in the form of powder, pills, solutions, suspensions or capsules. In the case 
of microorganisms, the polypeptide or polynucleotide of the invention can be added to the 
medium in or on which the microorganism is cultured. 

5 4.10.3 CYTOKINE AND CELL PROLIFERATION/DIFFERENTIATION 

ACTIVITY 

A polypeptide of the present invention may exhibit activity relating to cytokine, cell 
proliferation (either inducing or inhibiting) or cell differentiation (either inducing or 
inhibiting) activity or may induce production of other cytokines in certain cell populations. 

10 A polynucleotide of the invention can encode a polypeptide exhibiting such attributes. 
Many protein factors discovered to date, including all known cytokines, have exhibited 
activity in one or more factor-dependent cell proliferation assays, and hence the assays serve 
as a convenient confirmation of cytokine activity. The activity of therapeutic compositions 
of the present invention is evidenced by any one of a number of routine factor dependent cell 

15 proliferation assays for cell lines including, without limitation, 3 2D, DA2, DA1G, T10, B9, 
B9/1 1, BaF3, MC9/G, M+(preB M+), 2E8, RB5, DAI, 123, Tl 165, HT2, CTLL2, TF-1, 
Mo7e, CMK, HUVEC, and Caco. Therapeutic compositions of the invention can be used in 
the following: 

Assays for T-cell or thymocyte proliferation include without limitation those 
20 described in: Current Protocols in Immunology, Ed by J. E. Coligan, A. M. Kruisbeek, D. H. 

Margulies, E. M. Shevach, W, Strober, Pub. Greene Publishing Associates and 

Wiley-Interscience (Chapter 3, In Vitro assays for Mouse Lymphocyte Function 3.1-3.19; 

Chapter 7, Immunologic studies in Humans); Takai et al., J. Immunol. 137:3494-3500, 1986; 

Bertagnolli et al., J. Immunol. 145:1706-1712, 1990; Bertagnolli et al., Cellular Immunology 
25 133:327-341, 1991; Bertagnolli, et al., I. Immunol. 149:3778-3783, 1992; Bowman et al., I. 

Immunol. 152:1756-1761, 1994. 

Assays for cytokine production and/or proliferation of spleen cells, lymph node cells 

or thymocytes include, without limitation, those described in: Polyclonal T cell stimulation, 

Kruisbeek, A. M. and Shevach, E. M. In Current Protocols in Immunology. J. E. e.a. Coligan 
30 eds. Vol 1 pp. 3.12.1-3.12.14, John Wiley and Sons, Toronto. 1994; and Measurement of 

mouse and human interleukin-y, Schreiber, R. D. In Current Protocols in Immunology. J. E. 

e.a. Coligan eds. Vol 1 pp. 6.8.1-6.8.8, John Wiley and Sons, Toronto. 1994. 
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Assays for proliferation and differentiation of hematopoietic and lymphopoietic cells 
include, without limitation, those described in: Measurement of Human and Murine 
Interleukin 2 and Interleukin 4, Bottomly, K., Davis, L. S. and Lipsky, P. E. In Current 
Protocols in Immunology. J. E. e.a. Coligan eds. Vol 1 pp. 6.3.1-6.3.12, John Wiley and 
5 Sons, Toronto. 1991; deVries et al., J. Exp. Med. 173:1205-121 1, 1991; Moreau et al., 

Nature 336:690-692, 1988; Greenberger et al., Proc. Natl. Acad. Sci. U.S.A. 80:2931-2938, 
1983; Measurement of mouse and human interleukin 6— Nordan, R. In Current Protocols in 
Immunology. J. E. Coligan eds. Vol 1 pp. 6.6.1-6.6.5, John Wiley and Sons, Toronto. 1991; 
Smith et al., Proc. Natl. Aced. Sci. U.S.A. 83:1857-1861, 1986; Measurement of human 

10 Interleukin 1 1 -Bennett, F., Giannotti, J., Clark, S. C. and Turner, K. J. In Current Protocols 
in Immunology. J. E. Coligan eds. Vol 1 pp. 6.15.1 John Wiley and Sons, Toronto. 1991; 
Measurement of mouse and human Interleukin 9-Ciarletta, A., Giannotti, J., Clark, S. C. 
and Turner, K. J. In Current Protocols in Immunology. J. E. Coligan eds. Vol 1 pp. 6.13.1, 
John Wiley and Sons, Toronto. 1991. 

15 Assays for T-cell clone responses to antigens (which will identify, among others, 

proteins that affect APC-T cell interactions as well as direct T-cell effects by measuring 
proliferation and cytokine production) include, without limitation, those described in: 
Current Protocols in Immunology, Ed by J. E. Coligan, A. M. Kruisbeek, D. H. Margulies, 
E. M. Shevach, W Strober, Pub. Greene Publishing Associates and Wiley-Interscience 

20 (Chapter 3, In Vitro assays for Mouse Lymphocyte Function; Chapter 6, Cytokines and their 
cellular receptors; Chapter 7, Immunologic studies in Humans); Weinberger et aL, Proc. 
Natl. Acad. Sci. USA 77:6091-6095, 1980; Weinberger et al., Eur. J. Immun. 11:405-411, 
1981; Takai et al., J. Immunol. 137:3494-3500, 1986; Takai et al., J. Immunol. 140:508-512, 
1988. 

25 

4.10.4 STEM CELL GROWTH FACTOR ACTIVITY 

A polypeptide of the present invention may exhibit stem cell growth factor activity 
and be involved in the proliferation, differentiation and survival of pluripotent and totipotent 
stem cells including primordial germ cells, embryonic stem cells, hematopoietic stem cells 
30 and/or germ line stem cells. Administration of the polypeptide of the invention to stem cells 
in vivo or ex vivo is expected to maintain and expand cell populations in a totipotential or 
pluripotential state which would be useful for re-engineering damaged or diseased tissues, 
transplantation, manufacture of bio-pharmaceuticals and the development of bio-sensors. 
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The ability to produce large quantities of human cells has important working applications for 
the production of human proteins which currently must be obtained from non-human sources 
or donors, implantation of cells to treat diseases such as Parkinson's, Alzheimer's and other 
neurodegenerative diseases; tissues for grafting such as bone marrow, skin, cartilage, 
5 tendons, bone, muscle (including cardiac muscle), blood vessels, cornea, neural cells, 
gastrointestinal cells and others; and organs for transplantation such as kidney, liver, 
pancreas (including islet cells), heart and lung. 

It is contemplated that multiple different exogenous growth factors and/or cytokines 
may be administered in combination with the polypeptide of the invention to achieve the 
10 desired effect, including any of the growth factors listed herein, other stem cell maintenance 
factors, and specifically including stem cell factor (SCF), leukemia inhibitory factor (LIF), 
Flt-3 ligand (Flt-3L), any of the interleukins, recombinant soluble IL-6 receptor fused to IL- 
6, macrophage inflammatory protein 1 -alpha (MIP-1 -alpha), G-CSF, GM-CSF, 
thrombopoietin (TPO), platelet factor 4 (PF-4), platelet-derived growth factor (PDGF), 
1 5 neural growth factors and basic fibroblast growth factor (bFGF). 

Since totipotent stem cells can give rise to virtually any mature cell type, expansion 
of these cells in culture will facilitate the production of large quantities of mature cells. 
Techniques for culturing stem cells are known in the art and administration of polypeptides 
of the invention, optionally with other growth factors and/or cytokines, is expected to 
20 enhance the survival and proliferation of the stem cell populations. This can be 

accomplished by direct administration of the polypeptide of the invention to the culture 
medium. Alternatively, stroma cells transfected with a polynucleotide that encodes for the 
polypeptide of the invention can be used as a feeder layer for the stem cell populations in 
culture or in vivo. Stromal support cells for feeder layers may include embryonic bone 
25 marrow fibroblasts, bone marrow stromal cells, fetal liver cells, or cultured embryonic 
fibroblasts (see U.S. Patent No. 5,690,926). 

Stem cells themselves can be transfected with a polynucleotide of the invention to 
induce autocrine expression of the polypeptide of the invention. This will allow for 
generation of undifferentiated totipotential/pluripotential stem cell lines that are useful as is 
30 or that can then be differentiated into the desired mature cell types. These stable cell lines 
can also serve as a source of undifferentiated totipotential/pluripotential mRNA to create 
cDNA libraries and templates for polymerase chain reaction experiments. These studies 
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would allow for the isolation and identification of differentially expressed genes in stem cell 
populations that regulate stem cell proliferation and/or maintenance. 

Expansion and maintenance of totipotent stem cell populations will be useful in the 
treatment of many pathological conditions. For example, polypeptides of the present 
5 invention may be used to manipulate stem cells in culture to give rise to neuroepithelial cells 
that can be used to augment or replace cells damaged by illness, autoimmune disease, 
accidental damage or genetic disorders. The polypeptide of the invention may be useful for 
inducing the proliferation of neural cells and for the regeneration of nerve and brain tissue, 
i.e. for the treatment of central and peripheral nervous system diseases and neuropathies, as 

1 0 well as mechanical and traumatic disorders which involve degeneration, death or trauma to 
neural cells or nerve tissue. In addition, the expanded stem cell populations can also be 
genetically altered for gene therapy purposes and to decrease host rejection of replacement 
tissues after grafting or implantation. 

Expression of the polypeptide of the invention and its effect on stem cells can also be 

15 manipulated to achieve controlled differentiation of the stem cells into more differentiated 
cell types. A broadly applicable method of obtaining pure populations of a specific 
differentiated cell type from undifferentiated stem cell populations involves the use of a cell- 
type specific promoter driving a selectable marker. The selectable marker allows only cells 
of the desired type to survive. For example, stem cells can be induced to differentiate into 

20 cardiomyocytes (Wobus et al., Differentiation, 48: 173-182, (1991); Klug et al., J. Clin. 

Invest, 98(1): 216-224, (1998)) or skeletal muscle cells (Browder, L. W. In: Principles of 
Tissue Engineering eds. Lanza et al., Academic Press (1997)). Alternatively, directed 
differentiation of stem cells can be accomplished by culturing the stem cells in the presence 
of a differentiation factor such as retinoic acid and an antagonist of the polypeptide of the 

25 invention which would inhibit the effects of endogenous stem cell factor activity and allow 
differentiation to proceed. 

In vitro cultures of stem cells can be used to determine if the polypeptide of the 
invention exhibits stem cell growth factor activity. Stem cells are isolated from any one of 
various cell sources (including hematopoietic stem cells and embryonic stem cells) and 

30 cultured on a feeder layer, as described by Thompson et al. Proc. Natl. Acad. Sci, U.S.A., 
92: 7844-7848 (1995), in the presence of the polypeptide of the invention alone or in 
combination with other growth factors or cytokines. The ability of the polypeptide of the 
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invention to induce stem cells proliferation is determined by colony formation on semi-solid 
support e.g. as described by Bernstein et al., Blood, 77: 2316-2321 (1991). 

4.10.5 HEMATOPOIESIS REGULATING ACTIVITY 

5 A polypeptide of the present invention may be involved in regulation of 

hematopoiesis and, consequently, in the treatment of myeloid or lymphoid cell disorders. 
Even marginal biological activity in support of colony forming cells or of factor-dependent 
cell lines indicates involvement in regulating hematopoiesis, e.g. in supporting the growth 
and proliferation of erythroid progenitor cells alone or in combination with other cytokines, 

10 thereby indicating utility, for example, in treating various anemias or for use in conjunction 
with irradiation/chemotherapy to stimulate the production of erythroid precursors and/or 
erythroid cells; in supporting the growth and proliferation of myeloid cells such as 
granulocytes and monocytes/macrophages (i.e., traditional CSF activity) useful, for example, 
in conjunction with chemotherapy to prevent or treat consequent myelo-suppression; in 

1 5 supporting the growth and proliferation of megakaryocytes and consequently of platelets 
thereby allowing prevention or treatment of various platelet disorders such as 
thrombocytopenia, and generally for use in place of or complimentary to platelet 
transfusions; and/or in supporting the growth and proliferation of hematopoietic stem cells 
which are capable of maturing to any and all of the above-mentioned hematopoietic cells and 

20 therefore find therapeutic utility in various stem cell disorders (such as those usually treated 
with transplantation, including, without limitation., aplastic anemia and paroxysmal nocturnal 
hemoglobinuria), as well as in repopulating the stem cell compartment post 
irradiation/chemotherapy, either in-vivo or ex-vivo (i.e., in conjunction with bone marrow 
transplantation or with peripheral progenitor cell transplantation (homologous or 

25 heterologous)) as normal cells or genetically manipulated for gene therapy. 

Therapeutic compositions of the invention can be used in the following: 
Suitable assays for proliferation and differentiation of various hematopoietic lines are 
cited above. 

Assays for embryonic stem cell differentiation (which will identify, among others, 
30 proteins that influence embryonic differentiation hematopoiesis) include, without limitation, 
those described in: Johansson et al. Cellular Biology 15:141-151, 1995; Keller et al., 
Molecular and Cellular Biology 13:473-486, 1993; McClanahan et al., Blood 81:2903-2915, 
1993. 
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Assays for stem cell survival and differentiation (which will identify, among others, 
proteins that regulate lympho-hematopoiesis) include, without limitation, those described in: 
Methylcellulose colony forming assays, Freshney, M. G. In Culture of Hematopoietic Cells. 
R. I. Freshney, et al. eds. Vol pp. 265-268, Wiley-Liss, Inc., New York, N.Y. 1994; 
5 Hirayama et al., Proc. Natl. Acad. Sci. USA 89:5907-591 1, 1992; Primitive hematopoietic 
colony forming cells with high proliferative potential, McNiece, I. K. and Briddell, R. A. In 
Culture of Hematopoietic Cells. R. I. Freshney, et al. eds. Vol pp. 23-39, Wiley-Liss, Inc., 
New York, N.Y. 1994; Neben et al., Experimental Hematology 22:353-359, 1994; 
Cobblestone area forming cell assay, Ploemacher, R. E. In Culture of Hematopoietic Cells. 

10 R. I. Freshney, et al. eds. Vol pp. 1-21, Wiley-Liss, Inc., New York, N.Y. 1994; Long term 
bone marrow cultures in the presence of stromal cells, Spooncer, E., Dexter, M. and Allen, 
T. In Culture of Hematopoietic Cells. R. I. Freshney, et al. eds. Vol pp. 163-179, Wiley-Liss, 
Inc., New York, N.Y. 1994; Long term culture initiating cell assay, Sutherland, H. J. In 
. Culture of Hematopoietic Cells. R. I. Freshney, et al. eds. Vol pp. 139-162, Wiley-Liss, Inc., 

15 New York, N.Y. 1994. 

4.10.6 TISSUE GROWTH ACTIVITY 

A polypeptide of the present invention also may be involved in bone, cartilage, 
tendon, ligament and/or nerve tissue growth or regeneration, as well as in wound healing and 
20 tissue repair and replacement, and in healing of burns, incisions and ulcers. 

A polypeptide of the present invention which induces cartilage and/or bone growth in 
circumstances where bone is not normally formed, has application in the healing of bone 
fractures and cartilage damage or defects in humans and other animals. Compositions of a 

i 

polypeptide, antibody, binding partner, or other modulator of the invention may have 

i 

25 prophylactic use in closed as well as open fracture reduction and also in the improved 
fixation of artificial joints. De novo bone formation induced by an osteogenic agent 
contributes to the repair of congenital, trauma induced, or oncologic resection induced 
craniofacial defects, and also is useful in cosmetic plastic surgery. 

A polypeptide of this invention may also be involved in attracting bone-forming 

30 cells, stimulating growth of bone-forming cells, or inducing differentiation of progenitors of 
bone-forming cells. Treatment of osteoporosis, osteoarthritis, bone degenerative disorders, or 
periodontal disease, such as through stimulation of bone and/or cartilage repair or by 
blocking inflammation or processes of tissue destruction (collagenase activity, osteoclast 
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activity, etc.) mediated by inflammatory processes may also be possible using the 
composition of the invention. 

Another category of tissue regeneration activity that may involve the polypeptide of 
the present invention is tendon/ligament formation. Induction of tendon/ligament-like tissue 
5 or other tissue formation in circumstances where such tissue is not normally formed, has 
application in the healing of tendon or ligament tears, deformities and other tendon or 
ligament defects in humans and other animals. Such a preparation employing a 
tendon/ligament-like tissue inducing protein may have prophylactic use in preventing 
damage to tendon or ligament tissue, as well as use in the improved fixation of tendon or 

10 ligament to bone or other tissues, and in repairing defects to tendon or ligament tissue. De 
novo tendon/ligament-like tissue formation induced by a composition of the present 
invention contributes to the repair of congenital, trauma induced, or other tendon or ligament 
defects of other origin, and is also useful in cosmetic plastic surgery for attachment or repair 
of tendons or ligaments. The compositions of the present invention may provide 

1 5 environment to attract tendon- or ligament-forming cells, stimulate growth of tendon- or 

ligament-forming cells, induce differentiation of progenitors of tendon- or ligament-forming 
cells, or induce growth of tendon/ligament cells or progenitors ex vivo for return in vivo to 
effect tissue repair. The compositions of the invention may also be useful in the treatment of 
tendinitis, carpal tunnel syndrome and other tendon or ligament defects. The compositions 

20 may also include an appropriate matrix and/or sequestering agent as a carrier as is well 
known in the art. 

The compositions of the present invention may also be useful for proliferation of 
neural cells and for regeneration of nerve and brain tissue, i.e. for the treatment of central 
and peripheral nervous system diseases and neuropathies, as well as mechanical and 

25 traumatic disorders, which involve degeneration, death or trauma to neural cells or nerve 
tissue. More specifically, a composition may be used in the treatment of diseases of the 
peripheral nervous system, such as peripheral nerve injuries, peripheral neuropathy and 
localized neuropathies, and central nervous system diseases, such as Alzheimer's, 
Parkinson's disease, Huntington's disease, amyotrophic lateral sclerosis, and Shy-Drager 

30 syndrome. Further conditions which may be treated in accordance with the present invention 
include mechanical and traumatic disorders, such as spinal cord disorders, head trauma and 
cerebrovascular diseases such as stroke. Peripheral neuropathies resulting from 



V 
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chemotherapy or other medical therapies may also be treatable using a composition of the 
invention. 

Compositions of the invention may also be useful to promote better or faster closure 
of non-healing wounds, including without limitation pressure ulcers, ulcers associated with 
5 vascular insufficiency, surgical and traumatic wounds, and the like. 

Compositions of the present invention may also be involved in the generation or 
regeneration of other tissues, such as organs (including, for example, pancreas, liver, 
intestine, kidney, skin, endothelium), muscle (smooth, skeletal or cardiac) and vascular 
(including vascular endothelium) tissue, or for promoting the growth of cells comprising 
1 0 such tissues. Part of the desired effects may be by inhibition or modulation of fibrotic 

scarring may allow normal tissue to regenerate. A polypeptide of the present invention may 
also exhibit angiogenic activity. 

A composition of the present invention may also be useful for gut protection or 
regeneration and treatment of lung or liver fibrosis, reperfusion injury in various tissues, and 
15 conditions resulting from systemic cytokine damage. 

A composition of the present invention may also be useful for promoting or 
inhibiting differentiation of tissues described above from precursor tissues or cells; or for 
inhibiting the growth of tissues described above. 

Therapeutic compositions of the invention can be used in the following: 
20 Assays for tissue generation activity include, without limitation, those described in: 

International Patent Publication No. WO95/16035 (bone, cartilage, tendon); International 
Patent Publication No. WO95/05846 (nerve, neuronal); International Patent Publication No. 
WO91/07491 (skin, endothelium). 

Assays for wound healing activity include, without limitation, those described in: 
25 Winter, Epidermal Wound Healing, pps. 71-1 12 (Maibach, H. I. and Rovee, D. T., eds.), 

Year Book Medical Publishers, Inc., Chicago, as modified by Eaglstein and Mertz, J. Invest. 
Dermatol 71:382-84 (1978). 

4.10.7 IMMUNE STIMULATING OR SUPPRESSING ACTIVITY 

30 A polypeptide of the present invention may also exhibit immune stimulating or 

immune suppressing activity, including without limitation the activities for which assays are 
described herein. A polynucleotide of the invention can encode a polypeptide exhibiting 
such activities. A protein may be useful in the treatment of various immune deficiencies and 
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disorders (including severe combined immunodeficiency (SCID)), e.g., in regulating (up or 
down) growth and proliferation of T and/or B lymphocytes, as well as effecting the cytolytic 
activity of NK cells and other cell populations. These immune deficiencies may be genetic or 
be caused by viral (e.g., HIV) as well as bacterial or fungal infections, or may result from 
5 autoimmune disorders. More specifically, infectious diseases causes by viral, bacterial, 

fungal or other infection may be treatable using a protein of the present invention, including 
infections by HIV, hepatitis viruses, herpes viruses, mycobacteria, Leishmania spp., malaria 
spp. and various fungal infections such as candidiasis. Of course, in this regard, proteins of 
the present invention may also be useful where a boost to the immune system generally may 

10 be desirable, i.e., in the treatment of cancer. 

Autoimmune disorders which may be treated using a protein of the present invention 
include, for example, connective tissue disease, multiple sclerosis, systemic lupus 
erythematosus, rheumatoid arthritis, autoimmune pulmonary inflammation, Guillain-Barre 
syndrome, autoimmune thyroiditis, insulin dependent diabetes mellitis, myasthenia gravis, 

15 graft- versus-host disease and autoimmune inflammatory eye disease. Such a protein (or 
antagonists thereof, including antibodies) of the present invention may also to be useful in 
the treatment of allergic reactions and conditions (e.g., anaphylaxis, serum sickness, drug 
reactions, food allergies, insect venom allergies, mastocytosis, allergic rhinitis, 
hypersensitivity pneumonitis, urticaria, angioedema, eczema, atopic dermatitis, allergic 

20 contact dermatitis, erythema multiforme, Stevens-Johnson syndrome, allergic conjunctivitis, 
atopic keratoconjunctivitis, venereal keratoconjunctivitis, giant papillary conjunctivitis and 
contact allergies), such as asthma (particularly allergic asthma) or other respiratory 
problems. Other conditions, in which immune suppression is desired (including, for 
example, organ transplantation), may also be treatable using a protein (or antagonists 

25 thereof) of the present invention. The therapeutic effects of the polypeptides or antagonists 
thereof on allergic reactions can be evaluated by in vivo animals models such as the 
cumulative contact enhancement test (Lastbom et al., Toxicology 125: 59-66, 1998), skin 
prick test (Hoffmann et al., Allergy 54: 446-54, 1999), guinea pig skin sensitization test 
(Vohr et al., Arch. Toxocol. 73: 501-9), and murine local lymph node assay (Kimber et al., 

30 J. Toxicol. Environ. Health 53: 563-79). 

Using the proteins of the invention it may also be possible to modulate immune 
responses, in a number of ways. Down regulation may be in the form of inhibiting or 
blocking an immune response already in progress or may involve preventing the induction of 
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an immune response. The functions of activated T cells may be inhibited by suppressing T 
cell responses or by inducing specific tolerance in T cells, or both. Immunosuppression of T 
cell responses is generally an active, non-antigen-specific, process which requires continuous 
exposure of the T cells to the suppressive agent. Tolerance, which involves inducing 
5 non-responsiveness or anergy in T cells, is distinguishable from immunosuppression in that 
it is generally antigen-specific and persists after exposure to the tolerizing agent has ceased. 
Operationally, tolerance can be demonstrated by the lack of a T cell response upon 
reexposure to specific antigen in the absence of the tolerizing agent. 

Down regulating or preventing one or more antigen functions (including without 

10 limitation B lymphocyte antigen functions (such as, for example, B7)), e.g., preventing high 
level lymphokine synthesis by activated T cells, will be useful in situations of tissue, skin 
and organ transplantation and in graft-versus-host disease (GVHD). For example, blockage 
of T cell function should result in reduced tissue destruction in tissue transplantation. 
Typically, in tissue transplants, rejection of the transplant is initiated through its recognition 

15 as foreign by T cells, followed by an immune reaction that destroys the transplant. The 

administration of a therapeutic composition of the invention may prevent cytokine synthesis 
by immune cells, such as T cells, and thus acts as an immunosuppressant. Moreover, a lack 
of costimulation may also be sufficient to anergize the T cells, thereby inducing tolerance in 
a subject. Induction of long-term tolerance by B lymphocyte antigen-blocking reagents may 

20 avoid the necessity of repeated administration of these blocking reagents. To achieve 

sufficient immunosuppression or tolerance in a subject, it may also be necessary to block the 
function of a combination of B lymphocyte antigens. 

The efficacy of particular therapeutic compositions in preventing organ transplant 
rejection or GVHD can be assessed using animal models that are predictive of efficacy in 

25 humans. Examples of appropriate systems which can be used include allogeneic cardiac 
grafts in rats and xenogeneic pancreatic islet cell grafts in mice, both of which have been 
used to examine the immunosuppressive effects of CTLA4Ig fusion proteins in vivo as 
described in Lenschow et al., Science 257:789-792 (1992) and Turka et al., Proc. Natl. Acad. 
Sci USA, 89:1 1 102-1 1 105 (1992). In addition, murine models of GVHD (see Paul ed., 

30 Fundamental Immunology, Raven Press, New York, 1989, pp. 846-847) can be used to 

determine the effect of therapeutic compositions of the invention on the development of that 
disease. 
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Blocking antigen function may also be therapeutically useful for treating 
autoimmune diseases. Many autoimmune disorders are the result of inappropriate activation 
of T cells that are reactive against self-tissue and which promote the production of cytokines 
and autoantibodies involved in the pathology of the diseases. Preventing the activation of 
5 autoreactive T cells may reduce or eliminate disease symptoms. Administration of reagents 
which block stimulation of T cells can be used to inhibit T cell activation and prevent 
production of autoantibodies or T cell-derived cytokines which may be involved in the 
disease process. Additionally, blocking reagents may induce antigen-specific tolerance of 
autoreactive T cells which could lead to long-term relief from the disease. The efficacy of 

10 blocking reagents in preventing or alleviating autoimmune disorders can be determined 
using a number of well-characterized animal models of human autoimmune diseases. 
Examples include murine experimental autoimmune encephalitis, systemic lupus 
erythmatosis in MRL/lpr/lpr mice or NZB hybrid mice, murine autoimmune collagen 
arthritis, diabetes mellitus in NOD mice and BB rats, and murine experimental myasthenia 

15 gravis (see Paul ed., Fundamental Immunology, Raven Press, New York, 1989, pp. 
840-856). 

Upregulation of an antigen function (e.g., a B lymphocyte antigen function), as a 
means of up regulating immune responses, may also be useful in therapy. Upregulation of 
immune responses may be in the form of enhancing an existing immune response or eliciting 

20 an initial immune response. For example, enhancing an immune response may be useful in 
cases of viral infection, including systemic viral diseases such as influenza, the common 
cold, and encephalitis. 

Alternatively, anti-viral immune responses may be enhanced in an infected patient by 
removing T cells from the patient, costimulating the T cells in vitro with viral antigen-pulsed 

25 APCs either expressing a peptide of the present invention or together with a stimulatory 

form of a soluble peptide of the present invention and reintroducing the in vitro activated T 
cells into the patient. Another method of enhancing anti-viral immune responses would be to 
isolate infected cells from a patient, transfect them with a nucleic acid encoding a protein of 
the present invention as described herein such that the cells express all or a portion of the 

30 protein on their surface, and reintroduce the transfected cells into the patient. The infected 
cells would now be capable of delivering a costimulatory signal to, and thereby activate, T 
cells in vivo. 
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A polypeptide of the present invention may provide the necessary stimulation signal 
to T cells to induce a T cell mediated immune response against the transfected tumor cells. 
In addition, tumor cells which lack MHC class I or MHC class II molecules, or which fail to 
reexpress sufficient mounts of MHC class I or MHC class II molecules, can be transfected 
5 with nucleic acid encoding all or a portion of (e.g., a cytoplasmic-domain truncated portion) 
of an MHC class I alpha chain protein and P2 microglobulin protein or an MHC class II 
alpha chain protein and an MHC class II beta chain protein to thereby express MHC class I 
or MHC class II proteins on the cell surface. Expression of the appropriate class I or class II 
MHC in conjunction with a peptide having the activity of a B lymphocyte antigen (e.g., 

10 B7-1, B7-2, B7-3) induces a T cell mediated immune response against the transfected tumor 
cell. Optionally, a gene encoding an antisense construct which blocks expression of an MHC 
class II associated protein, such as the invariant chain, can also be cotransfected with a DNA 
encoding a peptide having the activity of a B lymphocyte antigen to promote presentation of 
tumor associated antigens and induce tumor specific immunity. Thus, the induction of a T 

15 cell mediated immune response in a human subject may be sufficient to overcome 
tumor-specific tolerance in the subject. 

The activity of a protein of the invention may, among other means, be measured by 
the following methods: 

Suitable assays for thymocyte or splenocyte cytotoxicity include, without limitation, 

20 those described in: Current Protocols in Immunology, Ed by J. E. Coligan, A. M. Kruisbeek, 
D. He Margulies,, E. M. Shevach, W. Strober 5 Pub. Greene Publishing Associates and 
Wiley-Interscience (Chapter 3, In Vitro assays for Mouse Lymphocyte Function 3.1-3.19; 
Chapter 7, Immunologic studies in Humans); Herrmann et al., Proc. Natl. Acad. Sci. USA 
78:2488-2492, 1981; Herrmann et al., J. Immunol. 128:1968-1974, 1982; Handa et al., J. 

25 Immunol. 135:1564-1572, 1985; Takai et al., I. Immunol. 137:3494-3500, 1986; Takai et al., 
J. Immunol. 140:508-512, 1988; Bowman et al., J. Virology 61:1992-1998; Bertagnolli et 
al., Cellular Immunology 133:327-341, 1991; Brown et al., J. Immunol. 153:3079-3092, 
1994. 

Assays for T-cell-dependent immunoglobulin responses and isotype switching 
30 (which will identify, among others, proteins that modulate T-cell dependent antibody 

responses and that affect Thl/Th2 profiles) include, without limitation, those described in: 
Maliszewski, J. Immunol. 144:3028-3033, 1990; and Assays for B cell function: In vitro 
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antibody production, Mond, J. J. and Brunswick, M. In Current Protocols in Immunology. J. 
E. e.a. Coligan eds. Vol 1 pp. 3.8.1-3.8.16, John Wiley and Sons, Toronto. 1994. 

Mixed lymphocyte reaction (MLR) assays (which will identify, among others, 
proteins that generate predominantly Thl and CTL responses) include, without limitation, 
5 those described in: Current Protocols in Immunology, Ed by J. E. Coligan, A. M. Kruisbeek, 
D. H. Margulies, E. M. Shevach, W. Strober, Pub. Greene Publishing Associates and 
Wiley-Interscience (Chapter 3, In Vitro assays for Mouse Lymphocyte Function 3.1-3.19; 
Chapter 7, Immunologic studies in Humans); Takai et al., J. Immunol. 137:3494-3500, 1986; 
Takai et al., J. Immunol. 140:508-512, 1988; Bertagnolli et al., J. Immunol. 149:3778-3783, 
10 1992. 

Dendritic cell-dependent assays (which will identify, among others, proteins 
expressed by dendritic cells that activate naive T-cells) include, without limitation, those 
described in: Guery et al., J. Immunol. 134:536-544, 1995; Inaba et al., Journal of 
Experimental Medicine 173:549-559, 1991; Macatonia et al., Journal of Immunology 

15 154:5071-5079, 1995; Porgador et al., Journal of Experimental Medicine 182:255-260, 
1995; Nair et al., Journal of Virology 67:4062-4069, 1993; Huang et al., Science 
264:961-965, 1994; Macatonia et al., Journal of Experimental Medicine 169:1255-1264, 
1989; Bhardwaj et al., Journal of Clinical Investigation 94:797-807, 1994; and Inaba et al., 
Journal of Experimental Medicine 172:631-640, 1990. 

20 Assays for lymphocyte survival/apoptosis (which will identify, among others, 

proteins that prevent apoptosis after superantigen induction and proteins that regulate 
lymphocyte homeostasis) include, without limitation, those described in: Darzynkiewiez et 
al., Cytometry 13:795-808, 1992; Gorczyca et al., Leukemia 7:659-670, 1993; Gorczyca et 
al., Cancer Research 53:1945-1951, 1993; Itoh et al., Cell 66:233-243, 1991; Zacharchuk, 

25 Journal of Immunology 145:4037-4045, 1990; Zamai et al., Cytometry 14:891-897, 1993; 
Gorczyca et al., International Journal of Oncology 1 :639-648, 1992. 

Assays for proteins that influence early steps of T-cell commitment and development 
include, without limitation, those described in: Antica et al., Blood 84:111-117, 1994; Fine 
et al., Cellular Immunology 155:111-122, 1994; Galy et al., Blood 85:2770-2778, 1995; 

30 Toki et al., Proc. Nat. Acad Sci. USA 88:7548-7551, 1991. 

4.10.8 ACTIVIN/INHIBIN ACTIVITY 
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A polypeptide of the present invention may also exhibit activin- or inhibin-related 
activities. A polynucleotide of the invention may encode a polypeptide exhibiting such 
characteristics. Inhibins are characterized by their ability to inhibit the release of follicle 
stimulating hormone (FSH), while activins and are characterized by their ability to stimulate 
5 the release of follicle stimulating hormone (FSH). Thus, a polypeptide of the present 

invention, alone or in heterodimers with a member of the inhibin family, may be useful as a 
contraceptive based on the ability of inhibins to decrease fertility in female mammals and 
decrease spermatogenesis in male mammals. Administration of sufficient amounts of other 
inhibins can induce infertility in these mammals. Alternatively, the polypeptide of the 

10 invention, as a homodimer or as a heterodimer with other protein subunits of the inhibin 
group, may be useful as a fertility inducing therapeutic, based upon the ability of activin 
molecules in stimulating FSH release from cells of the anterior pituitary. See, for example, 
U.S. Pat. No. 4,798,885. A polypeptide of the invention may also be useful for advancement 
of the onset of fertility in sexually immature mammals, so as to increase the lifetime 

15 reproductive performance of domestic animals such as, but not limited to, cows, sheep and 
pigs. 

The activity of a polypeptide of the invention may, among other means, be measured 
by the following methods. 

Assays for activin/inhibin activity include, without limitation, those described in: 
20 Vale et al., Endocrinology 91:562-572, 1972; Ling et al., Nature 321:779-782, 1986; Vale et 
al. 9 Nature 321:776-779, 1986; Mason et al. 5 Nature 318:659-663, 1985; Forage et al. 9 Proc. 
Natl. Acad. Sci. USA 83:3091-3095, 1986. 

4.10.9 CHEMOTACTIC/CHEMOKINETIC ACTIVITY 

25 A polypeptide of the present invention may be involved in chemotactic or 

chemokinetic activity for mammalian cells, including, for example, monocytes, fibroblasts, 
neutrophils, T-cells, mast cells, eosinophils, epithelial and/or endothelial cells. A 
polynucleotide of the invention can encode a polypeptide exhibiting such attributes. 
Chemotactic and chemokinetic receptor activation can be used to mobilize or attract a 

30 desired cell population to a desired site of action. Chemotactic or chemokinetic compositions 
(e.g. proteins, antibodies, binding partners, or modulators of the invention) provide particular 
advantages in treatment of wounds and other trauma to tissues, as well as in treatment of 
localized infections. For example, attraction of lymphocytes, monocytes or neutrophils to 
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tumors or sites of infection may result in improved immune responses against the tumor or 
infecting agent. 

A protein or peptide has chemotactic activity for a particular cell population if it can 
stimulate, directly or indirectly, the directed orientation or movement of such cell 
5 population. Preferably, the protein or peptide has the ability to directly stimulate directed 
movement of cells. Whether a particular protein has chemotactic activity for a population of 
cells can be readily determined by employing such protein or peptide in any known assay for 
cell chemotaxis. 

Therapeutic compositions of the invention can be used in the following: 
1° Assays for chemotactic activity (which will identify proteins that induce or prevent 

chemotaxis) consist of assays that measure the ability of a protein to induce the migration of 
cells across a membrane as well as the ability of a protein to induce the adhesion of one cell 
population to another cell population. Suitable assays for movement and adhesion include, 
without limitation, those described in: Current Protocols in Immunology, Ed by J. E. 
1 5 Coligan, A. M. Kruisbeek, D. H. Marguiles, E. M. Shevach, W. Strober, Pub. Greene 

Publishing Associates and Wiley-Interscience (Chapter 6.12, Measurement of alpha and beta 
Chemokines 6.12.1-6.12.28; Taub et al. J. Clin. Invest. 95:1370-1376, 1995; Lind et al. 
APMIS 103:140-146, 1995; Muller et al Eur. J. Immunol. 25:1744-1748; Gruber et al. J. of 
Immunol. 152:5860-5867, 1994; Johnston et al. J. of Immunol. 153:1762-1768, 1994. 

20 

4.10.10 HEMOSTATIC AND THROMBOLYTIC ACTIVITY 
A polypeptide of the invention may also be involved in hemostatis or thrombolysis or 
thrombosis. A polynucleotide of the invention can encode a polypeptide exhibiting such 
attributes. Compositions may be useful in treatment of various coagulation disorders 
25 (including hereditary disorders, such as hemophilias) or to enhance coagulation and other 
hemostatic events in treating wounds resulting from trauma, surgery or other causes. A 
composition of the invention may also be useful for dissolving or inhibiting formation of 
thromboses and for treatment and prevention of conditions resulting therefrom (such as, for 
example, infarction of cardiac and central nervous system vessels (e.g., stroke). 
30 Therapeutic compositions of the invention can be used in the following: 

Assay for hemostatic and thrombolytic activity include, without limitation, those 
described in: Linet et al., J. Clin. Pharmacol. 26:131-140, 1986; Burdick et al., Thrombosis 
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Res. 45:413-419, 1987; Humphrey et al., Fibrinolysis 5:71-79 (1991); Schaub, 
Prostaglandins 35:467-474, 1988. 

4.10.11 CANCER DIAGNOSIS AND THERAPY 

5 Polypeptides of the invention may be involved in cancer cell generation, proliferation 

or metastasis. Detection of the presence or amount of polynucleotides or polypeptides of the 
invention may be useful for the diagnosis and/or prognosis of one or more types of cancer. 
For example, the presence or increased expression of a polynucleotide/polypeptide of the 
invention may indicate a hereditary risk of cancer, a precancerous condition, or an ongoing 
10 malignancy. Conversely, a defect in the gene or absence of the polypeptide may be 
associated with a cancer condition. Identification of single nucleotide polymorphisms 
associated with cancer or a predisposition to cancer may also be useful for diagnosis or 
prognosis. 

Cancer treatments promote tumor regression by inhibiting tumor cell proliferation, 

1 5 inhibiting angiogenesis (growth of new blood vessels that is necessary to support tumor 
growth) and/or prohibiting metastasis by reducing tumor cell motility or invasiveness. 
Therapeutic compositions of the invention may be effective in adult and pediatric oncology 
including in solid phase tumors/malignancies, locally advanced tumors, human soft tissue 
sarcomas, metastatic cancer, including lymphatic metastases, blood cell malignancies 

20 including multiple myeloma, acute and chronic leukemias, and lymphomas, head and neck 
cancers including mouth cancer, larynx cancer and thyroid cancer, lung cancers including 
small cell carcinoma and non-small cell cancers, breast cancers including small cell 
carcinoma and ductal carcinoma, gastrointestinal cancers including esophageal cancer, 
stomach cancer, colon cancer, colorectal cancer and polyps associated with colorectal 

25 neoplasia, pancreatic cancers, liver cancer, urologic cancers including bladder cancer and 

prostate cancer, malignancies of the female genital tract including ovarian carcinoma, uterine 
(including endometrial) cancers, and solid tumor in the ovarian follicle, kidney cancers 
including renal cell carcinoma, brain cancers including intrinsic brain tumors, 
neuroblastoma, astrocytic brain tumors, gliomas, metastatic tumor cell invasion in the central 

30 nervous system, bone cancers including osteomas, skin cancers including malignant 

melanoma, tumor progression of human skin keratinocytes, squamous cell carcinoma, basal 
cell carcinoma, hemangiopericytoma and Karposi's sarcoma. 

Polypeptides, polynucleotides, or modulators of polypeptides of the invention 
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(including inhibitors and stimulators of the biological activity of the polypeptide of the 
invention) may be administered to treat cancer. Therapeutic compositions can be 
administered in therapeutically effective dosages alone or in combination with adjuvant 
cancer therapy such as surgery, chemotherapy, radiotherapy, thermotherapy, and laser 
5 therapy, and may provide a beneficial effect, e.g. reducing tumor size, slowing rate of tumor 
growth, inhibiting metastasis, or otherwise improving overall clinical condition, without 
necessarily eradicating the cancer. 

The composition can also be administered in therapeutically effective amounts as a 
portion of an anti-cancer cocktail. An anti-cancer cocktail is a mixture of the polypeptide or 

10 modulator of the invention with one or more anti-cancer drugs in addition to a 

pharmaceutically acceptable carrier for delivery. The use of anti-cancer cocktails as a cancer 
treatment is routine. Anti-cancer drugs that are well known in the art and can be used as a 
treatment in combination with the polypeptide or modulator of the invention include: 
Actinomycin D, Aminoglutethimide, Asparaginase, Bleomycin, Busulfan, Carboplatin, 

1 5 Carmustine, Chlorambucil, Cisplatin (cis-DDP), Cyclophosphamide, Cytarabine HC1 

(Cytosine arabinoside), Dacarbazine, Dactinomycin, Daunorubicin HQ, Doxorubicin HQ, 
Estramustine phosphate sodium, Etoposide (VI 6-21 3), Floxuridine, 5-Fluorouracil (5-Fu), 
Flutamide, Hydroxyurea (hydroxycarbamide), Ifosfamide, Interferon Alpha-2a, Interferon 
Alpha-2b, Leuprolide acetate (LHRH-releasing factor analog), Lomustine, Mechlorethamine 

20 HC1 (nitrogen mustard), Melphalan, Mercaptopurine, Mesna, Methotrexate (MTX), 

Mitomycin, Mitoxantrone HQ, Octreotide, Plicamycin, Procarbazine HQ, Streptozocin, 
Tamoxifen citrate, Thioguanine, Thiotepa, Vinblastine sulfate, Vincristine sulfate, 
Amsacrine, Azacitidine, Hexamethylmelamine, Interleukin-2, Mitoguazone, Pentostatin, 
Semustine, Teniposide, and Vindesine sulfate. 

25 In addition, therapeutic compositions of the invention may be used for prophylactic 

treatment of cancer. There are hereditary conditions and/or environmental situations (e.g. 
exposure to carcinogens) known in the art that predispose an individual to developing 
cancers. Under these circumstances, it may be beneficial to treat these individuals with 
therapeutically effective doses of the polypeptide of the invention to reduce the risk of 

30 developing cancers. 

In vitro models can be used to determine the effective doses of the polypeptide of the 
invention as a potential cancer treatment. These in vitro models include proliferation assays 
of cultured tumor cells, growth of cultured tumor cells in soft agar (see Freshney, (1987) 
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Culture of Animal Cells: A Manual of Basic Technique, Wily-Liss, New York, NY Ch 18 
and Ch 21), tumor systems in nude mice as described in Giovanella et al., J. Natl. Can. Inst, 
52: 921-30 (1974), mobility and invasive potential of tumor cells in Boyden Chamber assays 
as described in Pilkington et al., Anticancer Res., 17: 4107-9 (1997), and angiogenesis 
5 assays such as induction of vascularization of the chick chorioallantoic membrane or 
induction of vascular endothelial cell migration as described in Ribatta et al., Intl. J. Dev. 
Biol., 40: 1 189-97 (1999) and Li et al., Clin. Exp. Metastasis, 17:423-9 (1999), respectively. 
Suitable tumor cells lines are available, e.g. from American Type Tissue Culture Collection 
catalogs. 

10 

4.10.12 RECEPTOR/LIGAND ACTIVITY 

A polypeptide of the present invention may also demonstrate activity as receptor, 
receptor ligand or inhibitor or agonist of receptor/ligand interactions. A polynucleotide of 
the invention can encode a polypeptide exhibiting such characteristics. Examples of such 

15 receptors and ligands include, without limitation, cytokine receptors and their ligands, 
receptor kinases and their ligands, receptor phosphatases and their ligands, receptors 
involved in cell-cell interactions and their ligands (including without limitation, cellular 
adhesion molecules (such as selectins, integrins and their ligands) and receptor/ligand pairs 
involved in antigen presentation, antigen recognition and development of cellular and 

20 humoral immune responses. Receptors and ligands are also useful for screening of potential 
peptide or small molecule inhibitors of the relevant receptor/ligand interaction, A protein of 
the present invention (including, without limitation, fragments of receptors and ligands) may 
themselves be useful as inhibitors of receptor/ligand interactions. 

The activity of a polypeptide of the invention may, among other means, be measured 

25 by the following methods: 

Suitable assays for receptor-ligand activity include without limitation those described 
in: Current Protocols in Immunology, Ed by J. E. Coligan, A. M. Kruisbeek, D. H. 
Margulies, E. M. Shevach, W. Strober, Pub. Greene Publishing Associates and Wiley- 
Interscience (Chapter 7.28, Measurement of Cellular Adhesion under static conditions 

30 7.28.1- 7.28.22), Takai et al., Proc. Natl. Acad. Sci. USA 84:6864-6868, 1987; Bierer et al., 
J. Exp. Med. 168:1145-1156, 1988; Rosenstein et al., J. Exp. Med. 169:149-160 1989; 
Stoltenborg et al., J. Immunol. Methods 175:59-68, 1994; Stitt et al., Cell 80:661-670, 1995. 
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By way of example, the polypeptides of the invention may be used as a receptor for a 
ligand(s) thereby transmitting the biological activity of that ligand(s). Ligands may be 
identified through binding assays, affinity chromatography, dihybrid screening assays, 
BIAcore assays, gel overlay assays, or other methods known in the art. 
5 Studies characterizing drugs or proteins as agonist or antagonist or partial agonists or 

a partial antagonist require the use of other proteins as competing ligands. The polypeptides 
of the present invention or ligand(s) thereof may be labeled by being coupled to 
radioisotopes, colorimetric molecules or a toxin molecules by conventional methods. 
("Guide to Protein Purification" Murray P. Deutscher (ed) Methods in Enzymology Vol. 182 
10 (1990) Academic Press, Inc. San Diego). Examples of radioisotopes include, but are not 
limited to, tritium and carbon- 14 . Examples of colorimetric molecules include, but are not 
limited to, fluorescent molecules such as fluorescamine, or rhodamine or other colorimetric 
molecules. Examples of toxins include, but are not limited, to ricin. 

15 4.10.13 DRUG SCREENING 

This invention is particularly useful for screening chemical compounds by using the 
novel polypeptides or binding fragments thereof in any of a variety of drug screening 
techniques. The polypeptides or fragments employed in such a test may either be free in 
solution, affixed to a solid support, borne on a cell surface or located intracellularly. One 

20 method of drug screening utilizes eukaryotic or prokaryotic host cells which are stably 
transformed with recombinant nucleic acids expressing the polypeptide or a fragment 
thereof. Drugs are screened against such transformed cells in competitive binding assays. 
Such cells, either in viable or fixed form, can be used for standard binding assays. One may 
measure, for example, the formation of complexes between polypeptides of the invention or 

25 fragments and the agent being tested or examine the diminution in complex formation 

between the novel polypeptides and an appropriate cell line, which are well known in the art. 

Sources for test compounds that may be screened for ability to bind to or modulate 
(i.e., increase or decrease) the activity of polypeptides of the invention include (1) inorganic 
and organic chemical libraries, (2) natural product libraries, and (3) combinatorial libraries 

30 comprised of either random or mimetic peptides, oligonucleotides or organic molecules. 

Chemical libraries may be readily synthesized or purchased from a number of 
commercial sources, and may include structural analogs of known compounds or compounds 
that are identified as "hits" or "leads" via natural product screening. 
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The sources of natural product libraries are microorganisms (including bacteria and 
fungi), animals, plants or other vegetation, or marine organisms, and libraries of mixtures for 
screening may be created by: (1) fermentation and extraction of broths from soil, plant or 
marine microorganisms or (2) extraction of the organisms themselves. Natural product 
5 libraries include polyketides, non-ribosomal peptides, and (non-naturally occurring) variants 
thereof. For a review, see Science 282:63-68 (1998). 

Combinatorial libraries are composed of large numbers of peptides, oligonucleotides 
or organic compounds and can be readily prepared by traditional automated synthesis 
methods, PCR, cloning or proprietary synthetic methods. Of particular interest are peptide 

10 and oligonucleotide combinatorial libraries. Still other libraries of interest include peptide, 
protein, peptidomimetic, multiparallel synthetic collection, recombinatorial, and polypeptide 
libraries. For a review of combinatorial chemistry and libraries created therefrom, see 
Myers, Curr. Opin. Biotechnol 8:701-707 (1997). For reviews and examples of 
peptidomimetic libraries, see Al-Obeidi et al., Mol Biotechnol, 9(3):205-23 (1998); Hruby 

15 et al., Curr Opin ChemBiol, 1(1):114-19 (1997); Dorner et al., Bioorg Med Chem, 
4(5):709-15 (1996) (alkylated dipeptides). 

Identification of modulators through use of the various libraries described herein 
permits modification of the candidate "hit" (or "lead") to optimize the capacity of the "hit" 
to bind a polypeptide of the invention. The molecules identified in the binding assay are then 

20 tested for antagonist or agonist activity in in vivo tissue culture or animal models that are 
well known in the art. In brief, the molecules are titrated into a plurality of cell cultures or 
animals and then tested for either cell/animal death or prolonged survival of the animal/cells . 

The binding molecules thus identified may be complexed with toxins, e.g., ricin or 
cholera, or with other compounds that are toxic to cells such as radioisotopes. The 

25 toxin-binding molecule complex is then targeted to a tumor or other cell by the specificity of 
the binding molecule for a polypeptide of the invention. Alternatively, the binding 
molecules may be complexed with imaging agents for targeting and imaging purposes. 

4.10.14 ASSAY FOR RECEPTOR ACTIVITY 

30 The invention also provides methods to detect specific binding of a polypeptide e.g. a 

ligand or a receptor. The art provides numerous assays particularly useful for identifying 
previously unknown binding partners for receptor polypeptides of the invention. For 
example, expression cloning using mammalian or bacterial cells, or dihybrid screening 
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assays can be used to identify polynucleotides encoding binding partners. As another 
example, affinity chromatography with the appropriate immobilized polypeptide of the 
invention can be used to isolate polypeptides that recognize and bind polypeptides of the 
invention. There are a number of different libraries used for the identification of 
5 compounds, and in particular small molecules, that modulate {i.e., increase or decrease) 

biological activity of a polypeptide of the invention. Ligands for receptor polypeptides of the 
invention can also be identified by adding exogenous ligands, or cocktails of ligands to two 
cells populations that are genetically identical except for the expression of the receptor of the 
invention: one cell population expresses the receptor of the invention whereas the other does 

10 not. The responses of the two cell populations to the addition of ligands(s) are then 

compared. Alternatively, an expression library can be co-expressed with the polypeptide of 
the invention in cells and assayed for an autocrine response to identify potential ligand(s). As 
still another example, BIAcore assays, gel overlay assays, or other methods known in the art 
can be used to identify binding partner polypeptides, including, (1) organic and inorganic 

15 chemical libraries, (2) natural product libraries, and (3) combinatorial libraries comprised of 
random peptides, oligonucleotides or organic molecules. 

The role of downstream intracellular signaling molecules in the signaling cascade of 
the polypeptide of the invention can be determined. For example, a chimeric protein in 
which the cytoplasmic domain of the polypeptide of the invention is fused to the 

20 extracellular portion of a protein, whose ligand has been identified, is produced in a host 
cell. The cell is then incubated with the ligand specific for the extracellular portion of the 
chimeric protein, thereby activating the chimeric receptor. Known downstream proteins 
involved in intracellular signaling can then be assayed for expected modifications i.e. 
phosphorylation. Other methods known to those in the art can also be used to identify 

25 signaling molecules involved in receptor activity. 

4.10.15 ANTI-INFLAMMATORY ACTIVITY 

Compositions of the present invention may also exhibit anti-inflammatory activity. 
The anti-inflammatory activity may be achieved by providing a stimulus to cells involved in 
30 the inflammatory response, by inhibiting or promoting cell-cell interactions (such as, for 
example, cell adhesion), by inhibiting or promoting chemotaxis of cells involved in the 
inflammatory process, inhibiting or promoting cell extravasation, or by stimulating or 
suppressing production of other factors which more directly inhibit or promote an 
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inflammatory response. Compositions with such activities can be used to treat inflammatory 
conditions including chronic or acute conditions), including without limitation intimation 
associated with infection (such as septic shock, sepsis or systemic inflammatory response 
syndrome (SIRS)), ischemia-reperfusion injury, endotoxin lethality, arthritis, 
5 complement-mediated hyperacute rejection, nephritis, cytokine or chemokine-induced lung 
injury, inflammatory bowel disease, Crohn's disease or resulting from over production of 
cytokines such as TNF or IL-1. Compositions of the invention may also be useful to treat 
anaphylaxis and hypersensitivity to an antigenic substance or material. Compositions of this 
invention may be utilized to prevent or treat conditions such as, but not limited to, sepsis, 

10 acute pancreatitis, endotoxin shock, cytokine induced shock, rheumatoid arthritis, chronic 
inflammatory arthritis, pancreatic cell damage from diabetes mellitus type 1, graft versus 
host disease, inflammatory bowel disease, inflamation associated with pulmonary disease, 
other autoimmune disease or inflammatory disease, an antiproliferative agent such as for 
acute or chronic mylegenous leukemia or in the prevention of premature labor secondary to 

1 5 intrauterine infections. 



4.10.16 LEUKEMIAS 

Leukemias and related disorders may be treated or prevented by administration of a 
therapeutic that promotes or inhibits function of the polynucleotides and/or polypeptides of 
20 the invention. Such leukemias and related disorders include but are not limited to acute 
leukemia, acute lymphocytic leukemia, acute myelocytic leukemia, myeloblastic, 
promyelocyte, myelomonocytic, monocytic, exythroleukemia, chronic leukemia, chronic 
myelocytic (granulocytic) leukemia and chronic lymphocytic leukemia (for a review of such 
disorders, see Fishman et al., 1985, Medicine, 2d Ed., J.B. Lippincott Co., Philadelphia). 

25 

4.10.17 NERVOUS SYSTEM DISORDERS 

Nervous system disorders, involving cell types which can be tested for efficacy of 
intervention with compounds that modulate the activity of the polynucleotides and/or 
polypeptides of the invention, and which can be treated upon thus observing an indication of 
30 therapeutic utility, include but are not limited to nervous system injuries, and diseases or 
disorders which result in either a disconnection of axons, a diminution or degeneration of 
neurons, or demyelination. Nervous system lesions which may be treated in a patient 
(including human and non-human mammalian patients) according to the invention include 
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but are not limited to the following lesions of either the central (including spinal cord, brain) 
or peripheral nervous systems: 

(i) traumatic lesions, including lesions caused by physical injury or associated 
with surgery, for example, lesions which sever a portion of the nervous system, or 

5 compression injuries; 

(ii) ischemic lesions, in which a lack of oxygen in a portion of the nervous system 
results in neuronal injury or death, including cerebral infarction or ischemia, or spinal cord 
infarction or ischemia; 

(hi) infectious lesions, in which a portion of the nervous system is destroyed or 
1 0 injured as a result of infection, for example, by an abscess or associated with infection by 
human immunodeficiency virus, herpes zoster, or herpes simplex virus or with Lyme 
disease, tuberculosis, syphilis; 

(iv) degenerative lesions, in which a portion of the nervous system is destroyed or 
injured as a result of a degenerative process including but not limited to degeneration 

1 5 associated with Parkinson's disease, Alzheimer's disease, Huntington's chorea, or 
amyotrophic lateral sclerosis; 

(v) lesions associated with nutritional diseases or disorders, in which a portion of 
the nervous system is destroyed or injured by a nutritional disorder or disorder of 
metabolism including but not limited to, vitamin B12 deficiency, folic acid deficiency, 

20 Wernicke disease, tobacco-alcohol amblyopia, Marchiafava-Bignami disease (primary 
degeneration of the corpus callosum), and alcoholic cerebellar degeneration; 

(vi) neurological lesions associated with systemic diseases including but not 
limited to diabetes (diabetic neuropathy, Bell's palsy), systemic lupus erythematosus, 
carcinoma, or sarcoidosis; 

25 (vii) lesions caused by toxic substances including alcohol, lead, or particular 

neurotoxins; and 

(viii) demyelinated lesions in which a portion of the nervous system is destroyed or 
injured by a demyelinating disease including but not limited to multiple sclerosis, human 
immunodeficiency virus-associated myelopathy, transverse myelopathy or various 
30 etiologies, progressive multifocal leukoencephalopathy, and central pontine myelinolysis. 

Therapeutics which are useful according to the invention for treatment of a nervous 
system disorder may be selected by testing for biological activity in promoting the survival 
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or differentiation of neurons. For example, and not by way of limitation, therapeutics which 
elicit any of the following effects may be useful according to the invention: 

(i) increased survival time of neurons in culture; 

(ii) increased sprouting of neurons in culture or in vivo; 

5 (iii) increased production of a neuron-associated molecule in culture or in vivo, 

e.g., choline acetyltransferase or acetylcholinesterase with respect to motor neurons; or 
(iv) decreased symptoms of neuron dysfunction in vivo. 
Such effects may be measured by any method known in the art. In preferred, 
non-limiting embodiments, increased survival of neurons may be measured by the method 

10 set forth in Arakawa et al. (1990, J. Neurosci. 10:3507-3515); increased sprouting of neurons 
may be detected by methods set forth in Pestronk et al. (1980, Exp. Neurol. 70:65-82) or 
Brown et al. (1981, Ann. Rev. Neurosci. 4:17-42); increased production of 
neuron-associated molecules may be measured by bioassay, enzymatic assay, antibody 
binding, Northern blot assay, etc., depending on the molecule to be measured; and motor 

1 5 neuron dysfunction may be measured by assessing the physical manifestation of motor 

neuron disorder, e.g., weakness, motor neuron conduction velocity, or functional disability. 

In specific embodiments, motor neuron disorders that may be treated according to the 
invention include but are not limited to disorders such as infarction, infection, exposure to 
toxin, trauma, surgical damage, degenerative disease or malignancy that may affect motor 

20 neurons as well as other components of the nervous system, as well as disorders that 

selectively affect neurons such as amyotrophic lateral sclerosis, and including but not limited 
to progressive spinal muscular atrophy, progressive bulbar palsy, primary lateral sclerosis, 
infantile and juvenile muscular atrophy, progressive bulbar paralysis of childhood (Fazio- 
Londe syndrome), poliomyelitis and the post polio syndrome, and Hereditary Motorsensory 

25 Neuropathy (Charcot-Marie-Tooth Disease). 

4.10.18 OTHER ACTIVITIES 

A polypeptide of the invention may also exhibit one or more of the following 
additional activities or effects: inhibiting the growth, infection or function of, or killing, 
30 infectious agents, including, without limitation, bacteria, viruses, fungi and other parasites; 
effecting (suppressing or enhancing) bodily characteristics, including, without limitation, 
height, weight, hair color, eye color, skin, fat to lean ratio or other tissue pigmentation, or 
organ or body part size or shape (such as, for example, breast augmentation or diminution, 
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change in bone form or shape); effecting biorhythms or circadian cycles or rhythms; 
effecting the fertility of male or female subjects; effecting the metabolism, catabolism, 
anabolism, processing, utilization, storage or elimination of dietary fat, lipid, protein, 
carbohydrate, vitamins, minerals, co-factors or other nutritional factors or component(s); 
5 effecting behavioral characteristics, including, without limitation, appetite, libido, stress, 
cognition (including cognitive disorders), depression (including depressive disorders) and 
violent behaviors; providing analgesic effects or other pain reducing effects; promoting 
differentiation and growth of embryonic stem cells in lineages other than hematopoietic 
lineages; hormonal or endocrine activity; in the case of enzymes, correcting deficiencies of 
10 the enzyme and treating deficiency-related diseases; treatment of hyperproliferative 
disorders (such as, for example, psoriasis); immunoglobulin-like activity (such as, for 
example, the ability to bind antigens or complement); and the ability to act as an antigen in a 
vaccine composition to raise an immune response against such protein or another material or 
entity which is cross-reactive with such protein. 

15 

4.10.19 IDENTIFICATION OF POLYMORPHISMS 

The demonstration of polymorphisms makes possible the identification of such 
polymorphisms in human subjects and the pharmacogenetic use of this information for 
diagnosis and treatment. Such polymorphisms may be associated with, e.g., differential 

20 predisposition or susceptibility to various disease states (such as disorders involving 

inflammation or immune response) or a differential response to drug administration, and this 
genetic information can be used to tailor preventive or therapeutic treatment appropriately. 
For example, the existence of a polymorphism associated with a predisposition to 
inflammation or autoimmune disease makes possible the diagnosis of this condition in 

25 humans by identifying the presence of the polymorphism. 

Polymorphisms can be identified in a variety of ways known in the art which all 
generally involve obtaining a sample from a patient, analyzing DNA from the sample, 
optionally involving isolation or amplification of the DNA, and identifying the presence of 
the polymorphism in the DNA. For example, PGR may be used to amplify an appropriate 

30 fragment of genomic DNA which may then be sequenced. Alternatively, the DNA may be 
subjected to allele-specific oligonucleotide hybridization (in which appropriate 
oligonucleotides are hybridized to the DNA under conditions permitting detection of a single 
base mismatch) or to a single nucleotide extension assay (in which an oligonucleotide that 
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hybridizes immediately adjacent to the position of the polymorphism is extended with one or 
more labeled nucleotides). In addition, traditional restriction fragment length polymorphism 
analysis (using restriction enzymes that provide differential digestion of the genomic DNA 
depending on the presence or absence of the polymorphism) may be performed. Arrays with 
5 nucleotide sequences of the present invention can be used to detect polymorphisms. The 
array can comprise modified nucleotide sequences of the present invention in order to detect 
the nucleotide sequences of the present invention. In the alternative, any one of the 
nucleotide sequences of the present invention can be placed on the array to detect changes 
from those sequences. 

1 0 Alternatively a polymorphism resulting in a change in the amino acid sequence could 

also be detected by detecting a corresponding change in amino acid sequence of the protein, 
e.g., by an antibody specific to the variant sequence. 



4.10.20 ARTHRITIS AND INFLAMMATION 

15 The immunosuppressive effects of the compositions of the invention against 

rheumatoid arthritis is determined in an experimental animal model system. The 
experimental model system is adjuvant induced arthritis in rats, and the protocol is described 
by J. Holoshitz, et at., 1983, Science, 219:56, or by B. Waksman et al., 1963, Int. Arch. 
Allergy Appl. Immunol., 23:129. Induction of the disease can be caused by a single 

20 injection, generally intradermally, of a suspension of killed Mycobacterium tuberculosis in 
complete Freund's adjuvant (CFA). The route of injection can vary, but rats may be injected 
at the base of the tail with an adjuvant mixture. The polypeptide is administered in phosphate 
buffered solution (PBS) at a dose of about 1-5 mg/kg. The control consists of administering 
PBS only. 

25 The procedure for testing the effects of the test compound would consist of 

intradermally injecting killed Mycobacterium tuberculosis in CFA followed by immediately 
administering the test compound and subsequent treatment every other day until day 24. At 
14, 15, 18, 20, 22, and 24 days after injection of Mycobacterium CFA, an overall arthritis 
score may be obtained as described by J. Holoskitz above. An analysis of the data would 

30 reveal that the test compound would have a dramatic affect on the swelling of the joints as 
measured by a decrease of the arthritis score. 



4.11 THERAPEUTIC METHODS 



WO 2004/080148 



PCT/US2003/030720 



71 

The compositions (including polypeptide fragments, analogs, variants and antibodies 
or other binding partners or modulators including antisense polynucleotides) of the invention 
have numerous applications in a variety of therapeutic methods. Examples of therapeutic 
applications include, but are not limited to, those exemplified herein. 

5 

4.11.1 EXAMPLE 

One embodiment of the invention is the administration of an effective amount of the 
polypeptides or other composition of the invention to individuals affected by a disease or 
disorder that can be modulated by regulating the peptides of the invention. While the mode 

10 of administration is not particularly important, parenteral administration is preferred. An 
exemplary mode of administration is to deliver an intravenous bolus. The dosage of the 
polypeptides or other composition of the invention will normally be determined by the 
prescribing physician. It is to be expected that the dosage will vary according to the age, 
weight, condition and response of the individual patient. Typically, the amount of 

15 polypeptide administered per dose will be in the range of about 0.01 jug/kg to 100 mg/kg of 
body weight, with the preferred dose being about 0.1 jag/kg to 10 mg/kg of patient body 
weight. For parenteral administration, polypeptides of the invention will be formulated in an 
injectable form combined with a pharmaceutically acceptable parenteral vehicle. Such 
vehicles are well known in the art and examples include water, saline, Ringer's solution, 

i 

20 dextrose solution, and solutions consisting of small amounts of the human serum albumin. 

The vehicle may contain minor amounts of additives that maintain the isotonicity and 
stability of the polypeptide or other active ingredient. The preparation of such solutions is 
within the skill of the art. 

25 4.12 PHARMACEUTICAL FORMULATIONS AND ROUTES OF 

ADMINISTRATION 

A protein or other composition of the present invention (from whatever source 
derived, including without limitation from recombinant and non-recombinant sources and 
including antibodies and other binding partners of the polypeptides of the invention) may be 
30 administered to a patient in need, by itself, or in pharmaceutical compositions where it is 
mixed with suitable carriers or excipient(s) at doses to treat or ameliorate a variety of 
disorders. Such a composition may optionally contain (in addition to protein or other active 
ingredient and a carrier) diluents, fillers, salts, buffers, stabilizers, solubilizers, and other 
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materials well known in the art. The term "pharmaceutically acceptable" means a non-toxic 
material that does not interfere with the effectiveness of the biological activity of the active 
ingredient(s). The characteristics of the carrier will depend on the route of administration. 
The pharmaceutical composition of the invention may also contain cytokines, lymphokines, 
5 or other hematopoietic factors such as M-CSF, GM-CSF, TNF, IL-1, IL-2, IL-3, IL-4, IL-5, 
IL-6, IL-7, IL-8, IL-9, IL-10, IL-1 1, IL-12, IL-13, IL-14, IL-15, IFN, TNFO, TNF1, TNF2, 
G-CSF, Meg-CSF, thrombopoietin, stem cell factor, and erythropoietin. In further 
compositions, proteins of the invention may be combined with other agents beneficial to the 
treatment of the disease or disorder in question. These agents include various growth factors 
10 such as epidermal growth factor (EGF), platelet-derived growth factor (PDGF), transforming 
growth factors (TGF-oe and TGF-P), insulin-like growth factor (IGF), as well as cytokines 
described herein. 

The pharmaceutical composition may further contain other agents which either 
enhance the activity of the protein or other active ingredient or complement its activity or 

15 use in treatment. Such additional factors and/or agents may be included in the 

pharmaceutical composition to produce a synergistic effect with protein or other active 
ingredient of the invention, or to minimize side effects. Conversely, protein or other active 
ingredient of the present invention may be included in formulations of the particular clotting 
factor, cytokine, lymphokine, other hematopoietic factor, thrombolytic or anti-thrombotic 

20 factor, or anti- inflammatory agent to minimize side effects of the clotting factor, cytokine, 
lymphokine, other hematopoietic factor, thrombolytic or anti-thrombotic factor, or 
anti-inflammatory agent (such as IL-IRa, IL-1 Hyl, IL-1 Hy2, anti-TNF, corticosteroids, 
immunosuppressive agents). A protein of the present invention may be active in multimers 
(e.g., heterodimers or homodimers) or complexes with itself or other proteins. As a result, 

25 pharmaceutical compositions of the invention may comprise a protein of the invention in 
such multimeric or complexed form. 

As an alternative to being included in a pharmaceutical composition of the invention 
including a first protein, a second protein or a therapeutic agent may be concurrently 
administered with the first protein (e.g., at the same time, or at differing times provided that 

30 therapeutic concentrations of the combination of agents is achieved at the treatment site). 
Techniques for formulation and administration of the compounds of the instant application 
may be found in "Remington's Pharmaceutical Sciences," Mack Publishing Co., Easton, PA, 
latest edition. A therapeutically effective dose further refers to that amount of the compound 
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sufficient to result in amelioration of symptoms, e.g., treatment, healing, prevention or 
amelioration of the relevant medical condition, or an increase in rate of treatment, healing, 
prevention or amelioration of such conditions. When applied to an individual active 
ingredient, administered alone, a therapeutically effective dose refers to that ingredient 
5 alone. When applied to a combination, a therapeutically effective dose refers to combined 
amounts of the active ingredients that result in the therapeutic effect, whether administered 
in combination, serially or simultaneously. 

In practicing the method of treatment or use of the present invention, a 
therapeutically effective amount of protein or other active ingredient of the present invention 

10 is administered to a mammal having a condition to be treated. Protein or other active 

ingredient of the present invention may be administered in accordance with the method of 
the invention either alone or in combination with other therapies such as treatments 
employing cytokines, lymphokines or other hematopoietic factors. When co- administered 
with one or more cytokines, lymphokines or other hematopoietic factors, protein or other 

1 5 active ingredient of the present invention may be administered either simultaneously with 
the cytokine(s), lymphokine(s), other hematopoietic factor(s), thrombolytic or 
antithrombotic factors, or sequentially. If administered sequentially, the attending physician 
will decide on the appropriate sequence of administering protein or other active ingredient of 
the present invention in combination with cytokine(s), lymphokine(s), other hematopoietic 

20 factor(s), thrombolytic or anti-thrombotic factors. 



4.12.1 ROUTES OF ABRHNISTRATION 

Suitable routes of administration may, for example, include oral, rectal, 
transmucosal, or intestinal administration; parenteral delivery, including intramuscular, 

25 subcutaneous, intramedullary injections, as well as intrathecal, direct intraventricular, 

intravenous, intraperitoneal, intranasal, or intraocular injections. Administration of protein 
or other active ingredient of the present invention used in the pharmaceutical composition or 
to practice the method of the present invention can be carried out in a variety of conventional 
ways, such as oral ingestion, inhalation, topical application or cutaneous, subcutaneous, 

30 intraperitoneal, parenteral or intravenous injection. Intravenous administration to the patient 
is preferred. 

Alternately, one may administer the compound in a local rather than systemic 
manner, for example, via injection of the compound directly into a arthritic joints or in 
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fibrotic tissue, often in a depot or sustained release formulation. In order to prevent the 
scarring process frequently occurring as complication of glaucoma surgery, the compounds 
may be administered topically, for example, as eye drops. Furthermore, one may administer 
the drug in a targeted drug delivery system, for example, in a liposome coated with a specific 
5 antibody, targeting, for example, arthritic or fibrotic tissue. The liposomes will be targeted 
to and taken up selectively by the afflicted tissue. 

The polypeptides of the invention are administered by any route that delivers an 
effective dosage to the desired site of action. The determination of a suitable route of 
administration and an effective dosage for a particular indication is within the level of skill 
10 in the art. Preferably for wound treatment, one administers the therapeutic compound 
directly to the site. Suitable dosage ranges for the polypeptides of the invention can be 
extrapolated from these dosages or from similar studies in appropriate animal models. 
Dosages can then be adjusted as necessary by the clinician to provide maximal therapeutic 
benefit. 

15 

4.12.2 COMPOSITIONS/FORMULATIONS 

Pharmaceutical compositions for use in accordance with the present invention thus 
may be formulated in a conventional manner using one or more physiologically acceptable 
carriers comprising excipients and auxiliaries which facilitate processing of the active 

20 compounds into preparations which can be used pharmaceutically. These pharmaceutical 
compositions may be manufactured in a manner that is itself known, e.g., by means of 
conventional mixing, dissolving, granulating, dragee-making, levigating, emulsifying, 
encapsulating, entrapping or lyophilizing processes. Proper formulation is dependent upon 
the route of administration chosen. When a therapeutically effective amount of protein or 

25 other active ingredient of the present invention is administered orally, protein or other active 
ingredient of the present invention will be in the form of a tablet, capsule, powder, solution 
or elixir. When administered in tablet form, the pharmaceutical composition of the invention 
may additionally contain a solid carrier such as a gelatin or an adjuvant. The tablet, capsule, 
and powder contain from about 5 to 95% protein or other active ingredient of the present 

30 invention, and preferably from about 25 to 90% protein or other active ingredient of the 
present invention. When administered in liquid form, a liquid carrier such as water, 
petroleum, oils of animal or plant origin such as peanut oil, mineral oil, soybean oil, or 
sesame oil, or synthetic oils may be added. The liquid form of the pharmaceutical 
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composition may further contain physiological saline solution, dextrose or other saccharide 
solution, or glycols such as ethylene glycol, propylene glycol or polyethylene glycol. When 
administered in liquid form, the pharmaceutical composition contains from about 0.5 to 90% 
by weight of protein or other active ingredient of the present invention, and preferably from 
5 about 1 to 50% protein or other active ingredient of the present invention. 

When a therapeutically effective amount of protein or other active ingredient of the 
present invention is administered by intravenous, cutaneous or subcutaneous injection, 
protein or other active ingredient of the present invention will be in the form of a 
pyrogen-free, parenterally acceptable aqueous solution. The preparation of such parenterally 

1 0 acceptable protein or other active ingredient solutions, having due regard to pH, isotonicity, 
stability, and the like, is within the skill in the art. A preferred pharmaceutical composition 
for intravenous, cutaneous, or subcutaneous injection should contain, in addition to protein 
or other active ingredient of the present invention, an isotonic vehicle such as Sodium 
Chloride Injection, Ringer's Injection, Dextrose Injection, Dextrose and Sodium Chloride 

15 Injection, Lactated Ringer's Injection, or other vehicle as known in the art. The 
pharmaceutical composition of the present invention may also contain stabilizers, 
preservatives, buffers, antioxidants, or other additives known to those of skill in the art. For 
injection, the agents of the invention may be formulated in aqueous solutions, preferably in 
physiologically compatible buffers such as Hanks's solution, Ringer's solution, or 

20 physiological saline buffer. For transmucosal administration, penetrants appropriate to the 
barrier to be permeated are used in the formulation. Such penetrants are generally known in 
the art. 

For oral administration, the compounds can be formulated readily by combining the 
active compounds with pharmaceutically acceptable carriers well known in the art. Such 

25 carriers enable the compounds of the invention to be formulated as tablets, pills, dragees, 
capsules, liquids, gels, syrups, slurries, suspensions and the like, for oral ingestion by a 
patient to be treated. Pharmaceutical preparations for oral use can be obtained from a solid 
excipient, optionally grinding a resulting mixture, and processing the mixture of granules, 
after adding suitable auxiliaries, if desired, to obtain tablets or dragee cores. Suitable 

30 excipients are, in particular, fillers such as sugars, including lactose, sucrose, mannitol, or 
sorbitol; cellulose preparations such as, for example, maize starch, wheat starch, rice starch, 
potato starch, gelatin, gum tragacanth, methyl cellulose, hydroxypropylmethyl-cellulose, 
sodium carboxymethylcellulose, and/or polyvinylpyrrolidone (PVP). If desired, 
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disintegrating agents may be added, such as the cross-linked polyvinyl pyrrolidone, agar, or 
alginic acid or a salt thereof such as sodium alginate. Dragee cores are provided with 
suitable coatings. For this purpose, concentrated sugar solutions may be used, which may 
optionally contain gum arabic, talc, polyvinyl pyrrolidone, carbopol gel, polyethylene glycol, 
5 and/or titanium dioxide, lacquer solutions, and suitable organic solvents or solvent mixtures. 
Dyestuffs or pigments may be added to the tablets or dragee coatings for identification or to 
characterize different combinations of active compound doses. 

Pharmaceutical preparations which can be used orally include push-fit capsules made 
of gelatin, as well as soft, sealed capsules made of gelatin and a plasticizer, such as glycerol 

10 or sorbitol. The push-fit capsules can contain the active ingredients in admixture with filler 
such as lactose, binders such as starches, and/or lubricants such as talc or magnesium 
stearate and, optionally, stabilizers. In soft capsules, the active compounds may be dissolved 
or suspended in suitable liquids, such as fatty oils, liquid paraffin, or liquid polyethylene 
glycols. In addition, stabilizers may be added. All formulations for oral administration 

1 5 should be in dosages suitable for such administration. For buccal administration, the 

compositions may take the form of tablets or lozenges formulated in conventional manner. 

For administration by inhalation, the compounds for use according to the present 
invention are conveniently delivered in the form of an aerosol spray presentation from 
pressurized packs or a nebuliser, with the use of a suitable propellant, e.g., 

20 dichlorodifluoromethane, trichlorofluoromethane, dichlorotetrafluoroethane, carbon dioxide 
or other suitable gas. In the case of a pressurized aerosol the dosage unit may be detemiined 
by providing a valve to deliver a metered amount. Capsules and cartridges of, e.g., gelatin 
for use in an inhaler or insufflator may be formulated containing a powder mix of the 
compound and a suitable powder base such as lactose or starch. The compounds may be 

25 formulated for parenteral administration by injection, e.g., by bolus injection or continuous 
infusion. Formulations for injection may be presented in unit dosage form, e.g., in ampules 
or in multi-dose containers, with an added preservative. The compositions may take such 
forms as suspensions, solutions or emulsions in oily or aqueous vehicles, and may contain 
formulatory agents such as suspending, stabilizing and/or dispersing agents. 

30 Pharmaceutical formulations for parenteral administration include aqueous solutions 

of the active compounds in water-soluble form. Additionally, suspensions of the active 
compounds may be prepared as appropriate oily injection suspensions. Suitable lipophilic 
solvents or vehicles include fatty oils such as sesame oil, or synthetic fatty acid esters, such 
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as ethyl oleate or triglycerides, or liposomes. Aqueous injection suspensions may contain 
substances which increase the viscosity of the suspension, such as sodium carboxymethyl 
cellulose, sorbitol, or dextran. Optionally, the suspension may also contain suitable 
stabilizers or agents which increase the solubility of the compounds to allow for the 
5 preparation of highly concentrated solutions. Alternatively, the active ingredient may be in 
powder form for constitution with a suitable vehicle, e.g., sterile pyrogen-free water, before 
use. 

The compounds may also be formulated in rectal compositions such as suppositories 
or retention enemas, e.g., containing conventional suppository bases such as cocoa butter or 

10 other glycerides. In addition to the formulations described previously, the compounds may 
also be formulated as a depot preparation. Such long acting formulations may be 
administered by implantation (for example subcutaneously or intramuscularly) or by 
intramuscular injection. Thus, for example, the compounds may be formulated with suitable 
polymeric or hydrophobic materials (for example as an emulsion in an acceptable oil) or ion 

15 exchange resins, or as sparingly soluble derivatives, for example, as a sparingly soluble salt. 

A pharmaceutical carrier for the hydrophobic compounds of the invention is a co- 
solvent system comprising benzyl alcohol, a nonpolar surfactant, a water-mi scible organic 
polymer, and an aqueous phase. The co-solvent system may be the VPD co-solvent system. 
VPD is a solution of 3% w/v benzyl alcohol, 8% w/v of the nonpolar surfactant polysorbate 

20 80, and 65% w/v polyethylene glycol 300, made up to volume in absolute ethanol. The VPD 
co-solvent system (VPD:5W) consists of VPD diluted 1:1 with a 5% dextrose in water 
solution. This co-solvent system dissolves hydrophobic compounds well, and itself produces 
low toxicity upon systemic administration. Naturally, the proportions of a co-solvent system 
may be varied considerably without destroying its solubility and toxicity characteristics. 

25 Furthermore, the identity of the co-solvent components may be varied: for example, other 
low-toxicity nonpolar surfactants may be used instead of polysorbate 80; the fraction size of 
polyethylene glycol may be varied; other biocompatible polymers may replace polyethylene 
glycol, e.g. polyvinyl pyrrolidone; and other sugars or polysaccharides may substitute for 
dextrose. Alternatively, other delivery systems for hydrophobic pharmaceutical compounds 

30 may be employed. Liposomes and emulsions are well known examples of delivery vehicles 
or carriers for hydrophobic drugs. Certain organic solvents such as dimethylsulf oxide also 
may be employed, although usually at the cost of greater toxicity. Additionally, the 
compounds may be delivered using a sustained-release system, such as semipermeable 
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matrices of solid hydrophobic polymers containing the therapeutic agent. Various types of 
sustained-release materials have been established and are well known by those skilled in the 
art. Sustained-release capsules may, depending on their chemical nature, release the 
compounds for a few weeks up to over 100 days. Depending on the chemical nature and the 
5 biological stability of the therapeutic reagent, additional strategies for protein or other active 
ingredient stabilization may be employed. 

The pharmaceutical compositions also may comprise suitable solid or gel phase 
carriers or excipients. Examples of such carriers or excipients include but are not limited to 
calcium carbonate, calcium phosphate, various sugars, starches, cellulose derivatives, 

10 • gelatin, and polymers such as polyethylene glycols. Many of the active ingredients of the 
invention may be provided as salts with pharmaceutically compatible counter ions. Such 
pharmaceutically acceptable base addition salts are those salts which retain the biological 
effectiveness and properties of the free acids and which are obtained by reaction with 
inorganic or organic bases such as sodium hydroxide, magnesium hydroxide, ammonia, 

1 5 trialkylamine, dialkylamine, monoalkylamine, dibasic amino acids, sodium acetate, 
potassium benzoate, triethanol amine and the like. 

The pharmaceutical composition of the invention may be in the form of a complex of 
the protein(s) or other active ingredient(s) of present invention along with protein or peptide 
antigens. The protein and/or peptide antigen will deliver a stimulatory signal to both B and T 

20 lymphocytes. B lymphocytes will respond to antigen through their surface immunoglobulin 
receptor. T lymphocytes will respond to antigen through the T cell receptor (TCR) 
following presentation of the antigen by MHC proteins. IVlHC and structurally related 
proteins including those encoded by class I and class II MHC genes on host cells will serve 
to present the peptide antigen(s) to T lymphocytes. The antigen components could also be 

25 supplied as purified MHC-peptide complexes alone or with co-stimulatory molecules that 
can directly signal T cells. Alternatively antibodies able to bind surface immunoglobulin 
and other molecules on B cells as well as antibodies able to bind the TCR and other 
molecules on T cells can be combined with the pharmaceutical composition of the invention. 
The pharmaceutical composition of the invention may be in the form of a liposome in 

30 which protein of the present invention is combined, in addition to other pharmaceutically 

acceptable carriers, with amphipathic agents such as lipids which exist in aggregated form as 
micelles, insoluble monolayers, liquid crystals, or lamellar layers in aqueous solution. 
Suitable lipids for liposomal formulation include, without limitation, monoglycerides, 
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diglycerides, sulfatides, lysolecithins, phospholipids, saponin, bile acids, and the like. 
Preparation of such liposomal formulations is within the level of skill in the art, as disclosed, 
for example, in U.S. Patent Nos. 4,235,871; 4,501,728; 4,837,028; and 4,737,323, all of 
which are incorporated herein by reference. 
5 The amount of protein or other active ingredient of the present invention in the 

pharmaceutical composition of the present invention will depend upon the nature and 
severity of the condition being treated, and on the nature of prior treatments which the 
patient has undergone. Ultimately, the attending physician will decide the amount of protein 
or other active ingredient of the present invention with which to treat each individual patient. 

10 Initially, the attending physician will administer low doses of protein or other active 
ingredient of the present invention and observe the patient's response. Larger doses of 
protein or other active ingredient of the present invention may be administered until the 
optimal therapeutic effect is obtained for the patient, and at that point the dosage is not 
increased further. It is contemplated that the various pharmaceutical compositions used to 

15 practice the method of the present invention should contain about 0.01 jxg to about 100 mg 
(preferably about 0.1 jug to about 10 mg, more preferably about 0.1 jug to about 1 mg) of 
protein or other active ingredient of the present invention per kg body weight. For 
compositions of the present invention which are useful for bone, cartilage, tendon or 
ligament regeneration, the therapeutic method includes administering the composition 

20 topically, systematically, or locally as an implant or device. When administered, the 
therapeutic composition for use in this invention is 9 of course, in a pyrogen- free 9 
physiologically acceptable form. Further, the composition may desirably be encapsulated or 
injected in a viscous form for delivery to the site of bone, cartilage or tissue damage. 
Topical administration may be suitable for wound healing and tissue repair. Therapeutically 

25 useful agents other than a protein or other active ingredient of the invention which may also 
optionally be included in the composition as described above, may alternatively or 
additionally, be administered simultaneously or sequentially with the composition in the 
methods of the invention. Preferably for bone and/or cartilage formation, the composition 
would include a matrix capable of delivering the protein-containing or other active 

30 ingredient-containing composition to the site of bone and/or cartilage damage, providing a 
structure for the developing bone and cartilage and optimally capable of being resorbed into 
the body. Such matrices may be formed of materials presently in use for other implanted 
medical applications. 



WO 2004/080148 



PCT/US2003/030720 



80 

The choice of matrix material is based on biocompatibility, biodegradability, 
mechanical properties, cosmetic appearance and interface properties. The particular 
application of the compositions will define the appropriate formulation. Potential matrices 
for the compositions may be biodegradable and chemically defined calcium sulfate, 
5 tricalcium phosphate, hydroxyapatite, polylactic acid, polyglycolic acid and polyanhydrides. 
Other potential materials are biodegradable and biologically well-defined, such as bone or 
dermal collagen. Further matrices are comprised of pure proteins or extracellular matrix 
components. Other potential matrices are nonbiodegradable and chemically defined, such as 
sintered hydroxyapatite, bioglass, aluminates, or other ceramics. Matrices may be comprised 

10 of combinations of any of the above-mentioned types of material, such as polylactic acid and 
hydroxyapatite or collagen and tricalcium phosphate. The bioceramics may be altered in 
composition, such as in calcium-aluminate-phosphate and processing to alter pore size, 
particle size, particle shape, and biodegradability. Presently preferred is a 50:50 (mole 
weight) copolymer of lactic acid and glycolic acid in the form of porous particles having 

15 diameters ranging from 150 to 800 microns. In some applications, it will be useful to utilize 
a sequestering agent, such as carboxymethyl cellulose or autologous blood clot, to prevent 
the protein compositions from disassociating from the matrix. 

A preferred family of sequestering agents is cellulosic materials such as 
alkylcelluloses (including hydroxyalkylcelluloses), including methylcellulose, 

20 ethylcellulose, hydroxyethylcellulose, hydroxypropylcellulose, 

hydroxypropyl-methylcellulose, and carboxymethylcellulose, the most preferred being 
cationic salts of carbox3onethylcellulose (CMC). Other preferred sequestering agents 
include hyaluronic acid, sodium alginate, poly(ethylene glycol), polyoxyethylene oxide, 
carboxyvinyl polymer and poly(vinyl alcohol). The amount of sequestering agent useful 

25 herein is 0.5-20 wt %, preferably 1-10 wt % based on total formulation weight, which 
represents the amount necessary to prevent desorption of the protein from the polymer 
matrix and to provide appropriate handling of the composition, yet not so much that the 
progenitor cells are prevented from infiltrating the matrix, thereby providing the protein the 
opportunity to assist the osteogenic activity of the progenitor cells. In further compositions, 

30 proteins or other active ingredients of the invention may be combined with other agents 

beneficial to the treatment of the bone and/or cartilage defect, wound, or tissue in question. 
These agents include various growth factors such as epidermal growth factor (EGF), platelet 
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derived growth factor (PDGF), transforming growth factors (TGF-oc and TGF-p), and 
insulin-like growth factor (IGF). 

The therapeutic compositions are also presently valuable for veterinary applications. 
Particularly domestic animals and thoroughbred horses, in addition to humans, are desired 
5 patients for such treatment with proteins or other active ingredients of the present invention. 
The dosage regimen of a protein-containing pharmaceutical composition to be used in tissue 
regeneration will be determined by the attending physician considering various factors which 
modify the action of the proteins, e.g., amount of tissue weight desired to be formed, the site 
of damage, the condition of the damaged tissue, the size of a wound, type of damaged tissue 

10 (e.g., bone), the patient's age, sex, and diet, the severity of any infection, time of 

administration and other clinical factors. The dosage may vary with the type of matrix used 
in the reconstitution and with inclusion of other proteins in the pharmaceutical composition. 
For example, the addition of other known growth factors, such as IGF I (insulin like growth 
factor I), to the final composition, may also effect the dosage. Progress can be monitored by 

15 periodic assessment of tissue/bone growth and/or repair, for example, X-rays, 
histomorphometric determinations and tetracycline labeling. 

Polynucleotides of the present invention can also be used for gene therapy. Such 
polynucleotides can be introduced either in vivo or ex vivo into cells for expression in a 
mammalian subject. Polynucleotides of the invention may also be administered by other 

20 known methods for introduction of nucleic acid into a cell or organism (including, without 
limitation, in the form of viral vectors or naked DMA). Cells may also be cultured ex vivo in 
the presence of proteins of the present invention in order to proliferate or to produce a 
desired effect on or activity in such cells. Treated cells can then be introduced in vivo for 
therapeutic purposes. 

25 

4.12.3 EFFECTIVE DOSAGE 

Pharmaceutical compositions suitable for use in the present invention include 
compositions wherein the active ingredients are contained in an effective amount to achieve 
its intended purpose. More specifically, a therapeutically effective amount means an amount 
30 effective to prevent development of or to alleviate the existing symptoms of the subject 

being treated. Determination of the effective amount is well within the capability of those 
skilled in the art, especially in light of the detailed disclosure provided herein. For any 
compound used in the method of the invention, the therapeutically effective dose can be 
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estimated initially from appropriate in vitro assays. For example, a dose can be formulated in 
animal models to achieve a circulating concentration range that can be used to more 
accurately determine useful doses in humans. For example, a dose can be formulated in 
animal models to achieve a circulating concentration range that includes the IC 50 as 
5 determined in cell culture (i.e., the concentration of the test compound which achieves a 
half-maximal inhibition of the protein's biological activity). Such information can be used 
to more accurately determine useful doses in humans. 

A therapeutically effective dose refers to that amount of the compound that results in 
amelioration of symptoms or a prolongation of survival in a patient. Toxicity and therapeutic 

1 0 efficacy of such compounds can be determined by standard pharmaceutical procedures in 
cell cultures or experimental animals, e.g. , for determining the LD50 (the dose lethal to 50% 
of the population) and the ED 50 (the dose therapeutically effective in 50% of the population). 
The dose ratio between toxic and therapeutic effects is the therapeutic index and it can be 
expressed as the ratio between LD 50 and ED 50 . Compounds which exhibit high therapeutic 

15 indices are preferred. The data obtained from these cell culture assays and animal studies 
can be used in formulating a range of dosage for use in human. The dosage of such 
compounds lies preferably within a range of circulating concentrations that include the ED50 
with little or no toxicity. The dosage may vary within this range depending upon the dosage 
form employed and the route of administration utilized. The exact formulation, route of 

20 administration and dosage can be chosen by the individual physician in view of the patient's 
condition. See, e.g., Fingl et ai, 1975 3 in "The Pharmacological Basis of Therapeutics" , Ch. 
1 p. 1 . Dosage amount and interval may be adjusted individually to provide plasma levels of 
the active moiety which are sufficient to maintain the desired effects, or minimal effective 
concentration (MEC). The MEC will vary for each compound but can be estimated from in 

25 vitro data. Dosages necessary to achieve the MEC will depend on individual characteristics 
and route of administration. However, HPLC assays or bioassays can be used to determine 
plasma concentrations. 

Dosage intervals can also be determined using MEC value. Compounds should be 
administered using a regimen which maintains plasma levels above the MEC for 10-90% of 

30 the time, preferably between 30-90% and most preferably between 50-90%. In cases of local 
administration or selective uptake, the effective local concentration of the drug may not be 
related to plasma concentration. 
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An exemplary dosage regimen for polypeptides or other compositions of the 
invention will be in the range of about 0.01 |ug/kg to 100 mg/kg of body weight daily, with 
the preferred dose being about 0.1 jug/kg to 25 mg/kg of patient body weight daily, varying 
in adults and children. Dosing may be once daily, or equivalent doses may be delivered at 
5 longer or shorter intervals. 

The amount of composition administered will, of course, be dependent on the subject 
being treated, on the subject's age and weight, the severity of the affliction, the manner of 
administration and the judgment of the prescribing physician. 

10 4.12.4 PACKAGING 

The compositions may, if desired, be presented in a pack or dispenser device which 
may contain one or more unit dosage forms containing the active ingredient. The pack may, 
for example, comprise metal or plastic foil, such as a blister pack. The pack or dispenser 
device may be accompanied by instructions for administration. Compositions comprising a 
1 5 compound of the invention formulated in a compatible pharmaceutical carrier may also be 
prepared, placed in an appropriate container, and labeled for treatment of an indicated 
condition. 

4.13 ANTIBODIES 

20 Also included in the invention are antibodies to proteins, or fragments of proteins of 

the invention. The term "antibody" as used herein refers to immunoglobulin molecules and 
immunologically active portions of immunoglobulin (Ig) molecules, i.e., molecules that 
contain an antigen-binding site that specifically binds (immunoreacts with) an antigen. Such 
antibodies include, but are not limited to, polyclonal, monoclonal, chimeric, single chain, 

25 F ab , Fab' and F( ab ')2 fragments, and an F a b expression library. In general, an antibody molecule 
obtained from humans relates to any of the classes IgG, IgM, IgA, IgE and IgD, which differ 
from one another by the nature of the heavy chain present in the molecule. Certain classes 
have subclasses as well, such as IgGi, IgG 2 , and others. Furthermore, in humans, the light 
chain may be a kappa chain or a lambda chain. Reference herein to antibodies includes a 

30 reference to all such classes, subclasses and types of human antibody species. 

An isolated related protein of the invention may be intended to serve as an antigen, or 
a portion or fragment thereof, and additionally can be used as an immunogen to generate 
antibodies that immunospecifically bind the antigen, using standard techniques for 
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polyclonal and monoclonal antibody preparation. The full-length protein can be used or, 
alternatively, the invention provides antigenic peptide fragments of the antigen for use as 
immunogens. An antigenic peptide fragment comprises at least 6 amino acid residues of the 
amino acid sequence of the full length protein, such as an amino acid sequence shown in 
5 SEQ ID NO: 685-1368, or 1967-2564, or Tables 3A, 3B, 5, 7, or 8, and encompasses an 
epitope thereof such that an antibody raised against the peptide forms a specific immune 
complex with the full length protein or with any fragment that contains the epitope. 
Preferably, the antigenic peptide comprises at least 10 amino acid residues, or at least 15 
amino acid residues, or at least 20 amino acid residues, or at least 30 amino acid residues. 

10 Preferred epitopes encompassed by the antigenic peptide are regions of the protein that are 
located on its surface; commonly these are hydrophilic regions. 

In certain embodiments of the invention, at least one epitope encompassed by the 
antigenic peptide is a surface region of the protein, e.g., a hydrophilic region. A 
hydrophobicity analysis of the human related protein sequence will indicate which regions of 

15 a related protein are particularly hydrophilic and, therefore, are likely to encode surface 
residues useful for targeting antibody production. As a means for targeting antibody 
production, hydropathy plots showing regions of hydrophilicity and hydrophobicity may be 
generated by any method well known in the art, including, for example, the Kyte Doolittle or 
the Hopp Woods methods, either with or without Fourier transformation. See, e.g., Hopp and 

20 Woods, 1981, Proc. Nat Acad. Sci. USA 78: 3824-3828; Kyte and Doolittle 1982, J. Mol. 
Biol. 157: 105-142, each of which is incorporated herein by reference in its entirety. 
Antibodies that are specific for one or more domains within an antigenic protein, or 
derivatives, fragments, analogs or homologs thereof, are also provided herein. 

A protein of the invention, or a derivative, fragment, analog, homolog or ortholog 

25 thereof, may be utilized as an immunogen in the generation of antibodies that 
immunospecifically bind these protein components. 

The term "specific for" indicates that the variable regions of the antibodies of the 
invention recognize and bind polypeptides of the invention exclusively (i.e., able to 
distinguish the polypeptide of the invention from other similar polypeptides despite sequence 

30 identity, homology, or similarity found in the family of polypeptides), but may also interact 
with other proteins (for example, S. aureus protein A or other antibodies in ELISA 
techniques) through interactions with sequences outside the variable region of the antibodies, 
and in particular, in the constant region of the molecule. Screening assays to determine 
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binding specificity of an antibody of the invention are well known and routinely practiced in 
the art. For a comprehensive discussion of such assays, see Harlow et al. (Eds), Antibodies 
A Laboratory Manual; Cold Spring Harbor Laboratory; Cold Spring Harbor, NY (1988), 
Chapter 6. Antibodies that recognize and bind fragments of the polypeptides of the 
5 invention are also contemplated, provided that the antibodies are first and foremost specific 
for, as defined above, full-length polypeptides of the invention. As with antibodies that are 
specific for full length polypeptides of the invention, antibodies of the invention that 
recognize fragments are those which can distinguish polypeptides from the same family of 
polypeptides despite inherent sequence identity, homology, or similarity found in the family 
10 of proteins. 

Antibodies of the invention are useful for, for example, therapeutic purposes (by 
modulating activity of a polypeptide of the invention), diagnostic purposes to detect or 
quantitate a polypeptide of the invention, as well as purification of a polypeptide of the 
invention. Kits comprising an antibody of the invention for any of the purposes described 

1 5 herein are also comprehended. In general, a kit of the invention also includes a control 
antigen for which the antibody is immunospecific. The invention further provides a 
hybridoma that produces an antibody according to the invention. Antibodies of the 
invention are useful for detection and/or purification of the polypeptides of the invention. 
Monoclonal antibodies binding to the protein of the invention may be useful 

20 diagnostic agents for the immunodetection of the protein. Neutralizing monoclonal 
antibodies binding to the protein may also be useful therapeutics for both conditions 
associated with the protein and also in the treatment of some forms of cancer where 
abnormal expression of the protein is involved. In the case of cancerous cells or leukemic 
cells, neutralizing monoclonal antibodies against the protein may be useful in detecting and 

25 preventing the metastatic spread of the cancerous cells, which may be mediated by the 
protein. 

The labeled antibodies of the present invention can be used for in vitro, in vivo, and 
in situ assays to identify cells or tissues in which a fragment of the polypeptide of interest is 
expressed. The antibodies may also be used directly in therapies or other diagnostics. The 
30 present invention further provides the above-described antibodies immobilized on a solid 
support. Examples of such solid supports include plastics such as polycarbonate, complex 
carbohydrates such as agarose and Sepharose®, acrylic resins and such as polyacrylamide 
and latex beads. Techniques for coupling antibodies to such solid supports are well known 
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in the art (Weir, D.M. et al., "Handbook of Experimental Immunology" 4th Ed., Blackwell 
Scientific Publications, Oxford, England, Chapter 10 (1986); Jacoby, W.D. et al., Meth. 
Enzym. 34 Academic Press, N.Y. (1974)). The immobilized antibodies of the present 
invention can be used for in vitro, in vivo, and in situ assays as well as for immuno-affinity 
5 purification of the proteins of the present invention. 

Various procedures known within the art may be used for the production of 
polyclonal or monoclonal antibodies directed against a protein of the invention, or against 
derivatives, fragments, analogs homologs or orthologs thereof (see, for example, Antibodies: 
A Laboratory Manual, Harlow E, and Lane D, 1988, Cold Spring Harbor Laboratory Press, 
10 Cold Spring Harbor, NY, incorporated herein by reference). Some of these antibodies are 
discussed below. 

4.13.1 POLYCLONAL ANTIBODIES 

For the production of polyclonal antibodies, various suitable host animals (e.g., 

1 5 rabbit, goat, mouse or other mammal) may be immunized by one or more injections with the 
native protein, a synthetic variant thereof, or a derivative of the foregoing. An appropriate 
immunogenic preparation can contain, for example, the naturally occurring immunogenic 
protein, a chemically synthesized polypeptide representing the immunogenic protein, or a 
recombinantly expressed immunogenic protein. Furthermore, the protein may be conjugated 

20 to a second protein known to be immunogenic in Hie mammal being immunized. Examples 
of such immunogenic proteins include but are not limited to keyhole limpet hemocyanin, 
serum albumin, bovine thyroglobulin, and soybean trypsin inhibitor. The preparation can 
further include an adjuvant. Various adjuvants used to increase the immunological response 
include, but are not limited to, Freund's (complete and incomplete), mineral gels (e.g., 

25 aluminum hydroxide), surface-active substances (e.g., lysolecithin, pluronic polyols, 

polyanions, peptides, oil emulsions, dinitrophenol, etc.), adjuvants usable in humans such as 
Bacille Calmette-Guerin and Corynebacterium parvum, or similar immunostimulatory 
agents. Additional examples of adjuvants that can be employed include MPL-TDM adjuvant 
(monophosphoryl Lipid A, synthetic trehalose dicorynomycolate). 

30 The polyclonal antibody molecules directed against the immunogenic protein can be 

isolated from the mammal (e.g., from the blood) and further purified by well known 
techniques, such as affinity chromatography using protein A or protein G, which provide 
primarily the IgG fraction of immune serum. Subsequently, or alternatively, the specific 
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antigen which is the target of the immunoglobulin sought, or an epitope thereof, may be 
immobilized on a column to purify the immune specific antibody by immunoaffinity 
chromatography. Purification of immunoglobulins is discussed, for example, by D. 
Wilkinson (The Scientist, published by The Scientist, Inc., Philadelphia PA, Vol. 14, No. 8 
5 (April 17, 2000), pp. 25-28). 

4.13.2 MONOCLONAL ANTIBODIES 

The term "monoclonal antibody" (MAb) or "monoclonal antibody composition", as 
used herein, refers to a population of antibody molecules that contain only one molecular 

1 0 species of antibody molecule consisting of a unique light chain gene product and a unique 
heavy chain gene product. In particular, the complementarity determining regions (CDRs) 
of the monoclonal antibody are identical in all the molecules of the population. MAbs thus 
contain an antigen-binding site capable of immunoreacting with a particular epitope of the 
antigen characterized by a unique binding affinity for it. 

1 5 Monoclonal antibodies can be prepared using hybridoma methods, such as those 

described by Kohler and Milstein, Nature, 256, 495 (1975). In a hybridoma method, a 
mouse, hamster, or other appropriate host animal, is typically immunized with an 
immunizing agent to elicit lymphocytes that produce or are capable of producing antibodies 
that will specifically bind to the immunizing agent. Alternatively, the lymphocytes can be 

20 immunized in vitro. 

The immunizing agent will typically include the protein antigen,, a fragment thereof 
or a fusion protein thereof. Generally 9 either peripheral blood lymphocytes are used if cells 
of human origin are desired, or spleen cells or lymph node cells are used if non-human 
mammalian sources are desired. The lymphocytes are then fused with an immortalized cell 

25 line using a suitable fusing agent, such as polyethylene glycol, to form a hybridoma cell 
(Goding, Monoclonal Antibodies: Principles and Practice, Academic Press, (1986) pp. 59- 
103). Immortalized cell lines are usually transformed mammalian cells, particularly 
myeloma cells of rodent, bovine and human origin. Usually, rat or mouse myeloma cell 
lines are employed. The hybridoma cells can be cultured in a suitable culture medium that 

30 preferably contains one or more substances that inhibit the growth or survival of the unfused, 
immortalized cells. For example, if the parental cells lack the enzyme hypoxanthine guanine 
phosphoribosyl transferase (HGPRT or HPRT), the culture medium for the hybridomas 
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typically will include hypoxanthine, aminopterin, and thymidine ("HAT medium"), which 
substances prevent the growth of HGPRT-deficient cells. 

Preferred immortalized cell lines are those that fuse efficiently, support stable high 
level expression of antibody by the selected antibody-producing cells, and are sensitive to a 
5 medium such as HAT medium. More preferred immortalized cell lines are murine myeloma 
lines, which can be obtained, for instance, from the Salk Institute Cell Distribution Center, 
San Diego, California and the American Type Culture Collection, Manassas, Virginia. 
Human myeloma and mouse-human heteromyeloma cell lines also have been described for 
the production of human monoclonal antibodies (Kozbor, J. Immunol., 133:3001 (1984); 

10 Brodeur et al., Monoclonal Antibody Production Techniques and Applications, Marcel 
Dekker, Inc., New York, (1987) pp. 51-63). 

The culture medium in which the hybridoma cells are cultured can then be assayed 
for the presence of monoclonal antibodies directed against the antigen. Preferably, the 
binding specificity of monoclonal antibodies produced by the hybridoma cells is determined 

15 by immunoprecipitation or by an in vitro binding assay, such as radioimmunoassay (RIA) or 
enzyme-linked immunoabsorbent assay (ELISA). Such techniques and assays are known in 
the art. The binding affinity of the monoclonal antibody can, for example, be determined by 
the Scatchard analysis of Munson and Pollard, Anal. Biochem., 107, 220 (1980). Preferably, 
antibodies having a high degree of specificity and a high binding affinity for the target 

20 antigen are isolated. 

After the desired hybridoma cells are identified, the clones can be subcloned by 
limiting dilution procedures and grown by standard methods. Suitable culture media for this 
purpose include, for example, Dulbecco's Modified Eagle's Medium and RPMI-1640 
medium. Alternatively, the hybridoma cells can be grown in vivo as ascites in a mammal. 

25 The monoclonal antibodies secreted by the subclones can be isolated or purified from 

the culture medium or ascites fluid by conventional immunoglobulin purification procedures 
such as, for example, protein A-Sepharose, hydroxylapatite chromatography, gel 
electrophoresis, dialysis, or affinity chromatography. 

The monoclonal antibodies can also be made by recombinant DNA methods, such as 

30 those described in U.S. Patent No. 4,816,567. DNA encoding the monoclonal antibodies of 
the invention can be readily isolated and sequenced using conventional procedures (e.g., by 
using oligonucleotide probes that are capable of binding specifically to genes encoding the 1 
heavy and light chains of murine antibodies). The hybridoma cells of the invention serve as 
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a preferred source of such DNA. Once isolated, the DNA can be placed into expression 
vectors, which are then transfected into host cells such as simian COS cells, Chinese hamster 
ovary (CHO) cells, or myeloma cells that do not otherwise produce immunoglobulin protein, 
to obtain the synthesis of monoclonal antibodies in the recombinant host cells. The DNA 
5 also can be modified, for example, by substituting the coding sequence for human heavy and 
light chain constant domains in place of the homologous murine sequences (U.S. Patent No. 
4,816,567; Morrison, Nature 368, 812-13 (1994)) or by covalently joining to the 
immunoglobulin coding sequence all or part of the coding sequence for a non- 
immunoglobulin polypeptide. Such a non-immunoglobulin polypeptide can be substituted 
10 for the constant domains of an antibody of the invention, or can be substituted for the 

variable domains of one antigen-combining site of an antibody of the invention to create a 
chimeric bivalent antibody. 

4.13.3 HUMANIZED ANTIBODIES 

1 5 The antibodies directed against the protein antigens of the invention can further 

comprise humanized antibodies or human antibodies. These antibodies are suitable for 
administration to humans without engendering an immune response by the human against 
the administered immunoglobulin. Humanized forms of antibodies are chimeric 
immunoglobulins, immunoglobulin chains or fragments thereof (such as Fv, Fab, Fab', 

20 F(ab') 2 or other antigen-binding subsequences of antibodies) that are principally comprised 
of the sequence of a human immunoglobulin, and contain minimal sequence derived from a 
non-human immunoglobulin. Humanization can be performed following the method of 
Winter and co-workers (Jones et aL, Nature, 321, 522-525 (1986); Riechmann et al.. Nature, 
332, 323-327 (1988); Verhoeyen et aL, Science, 239, 1534-1536 (1988)), by substituting 

25 rodent CDRs or CDR sequences for the corresponding sequences of a human antibody. (See 
also U.S. Patent No. 5,225,539). In some instances, Fv framework residues of the human 
immunoglobulin are replaced by corresponding non-human residues. Humanized antibodies 
can also comprise residues that are found neither in the recipient antibody nor in the 
imported CDR or framework sequences. In general, the humanized antibody will comprise 

30 substantially all of at least one, and typically two, variable domains, in which all or 

substantially all of the CDR regions correspond to those of a non-human immunoglobulin 
and all or substantially all of the framework regions are those of a human immunoglobulin 
consensus sequence. The humanized antibody optimally also will comprise at least a portion 
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of an immunoglobulin constant region (Fc), typically that of a human immunoglobulin 
(Jones et al., 1986; Riechmann et al., 1988; and Presta, Curr. Op. Struct. Biol., 2, 593-596 
(1992)). 

5 4,13,4 HUMAN ANTIBODIES 

Fully human antibodies relate to antibody molecules in which essentially the entire 
sequences of both the light chain and the heavy chain, including the CDRs, arise from 
human genes. Such antibodies are termed "human antibodies", or "fully human antibodies" 
herein. Human monoclonal antibodies can be prepared by the trioma technique; the human 

10 B-cell hybridoma technique (see Kozbor, et al., 1983 Immunol Today 4: 72) and the EBV 
hybridoma technique to produce human monoclonal antibodies (see Cole, et al., 1985 In: 
Monoclonal Antibodies and Cancer Therapy, Alan R. Liss, Inc., pp. 77-96). Human 
monoclonal antibodies may be utilized in the practice of the present invention and may be 
produced by using human hybridomas (see Cote, et al., 1983. Proc Natl Acad Sci USA 80, 

1 5 2026-2030) or by transforming human B-cells with Epstein Barr Virus in vitro (see Cole, et 
al., 1985 In: Monoclonal Antibodies and Cancer Therapy, Alan R. Liss, Inc., pp. 77-96). 

In addition, human antibodies can also be produced using additional techniques, 
including phage display libraries (Hoogenboom and Winter, J. Mol. Biol., 227, 381 (1991); 
Marks et al., J. Mol. Biol., 222:581 (1991)). Similarly, human antibodies can be made by 

20 introducing human immunoglobulin loci into transgenic animals, e.g., mice in which the 
endogenous immunoglobulin genes have been partially or completely inactivated. Upon 
challenge, human antibody production is observed, which closely resembles that seen in 
humans in all respects, including gene rearrangement, assembly, and antibody repertoire. 
This approach is described, for example, in U.S. Patent Nos. 5,545,807; 5,545,806; 

25 5,569,825; 5,625,126; 5,633,425; 5,661,016, and in Marks et al. (Bio/Technology 10, 779- 
783 (1992)); Lonberg et al. (Nature 368, 856-859 (1994)); Morrison (Nature 368, 812-13 

(1994) ); Fishwild et al, (Nature Biotechnology 14, 845-51 (1996)); Neuberger (Nature 
Biotechnology 14, 826 (1996)); and Lonberg and Huszar (Intern. Rev. Immunol. 13, 65-93 

(1995) ). 

30 Human antibodies may additionally be produced using transgenic nonhuman animals 

that are modified so as to produce fully human antibodies rather than the animal's 
endogenous antibodies in response to challenge by an antigen. (See PCT publication 
WO94/02602). The endogenous genes encoding the heavy and light immunoglobulin chains 
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in the nonhuman host have been incapacitated, and active loci encoding human heavy and 
light chain immunoglobulins are inserted into the host's genome. The human genes are 
incorporated, for example, using yeast artificial chromosomes containing the requisite 
human DNA segments. An animal which provides all the desired modifications is then 
5 obtained as progeny by crossbreeding intermediate transgenic animals containing fewer than 
the full complement of the modifications. The preferred embodiment of such a nonhuman 
animal is a mouse, and is termed the Xenomouse™ as disclosed in PCT publications WO 
96/33735 and WO 96/34096. This animal produces B cells that secrete fully human 
immunoglobulins. The antibodies can be obtained directly from the animal after 

10 immunization with an immunogen of interest, as, for example, a preparation of a polyclonal 
antibody, or alternatively from immortalized B cells derived from the animal, such as 
hybridomas producing monoclonal antibodies. Additionally, the genes encoding the 
immunoglobulins with human variable regions can be recovered and expressed to obtain the 
antibodies directly, or can be further modified to obtain analogs of antibodies such as, for 

1 5 example, single chain Fv molecules. 

An example of a method of producing a nonhuman host, exemplified as a mouse, 
lacking expression of an endogenous immunoglobulin heavy chain is disclosed in U.S. 
Patent No. 5,939,598. It can be obtained by a method including deleting the J segment genes 
from at least one endogenous heavy chain locus in an embryonic stem cell to prevent 

20 rearrangement of the locus and to prevent formation of a transcript of a rearranged 
immunoglobulin heavy chain locus, the deletion being effected by a targeting vector 
containing a gene encoding a selectable marker; and producing from the embryonic stem cell 
a transgenic mouse whose somatic and germ cells contain the gene encoding the selectable 
marker. 

25 A method for producing an antibody of interest, such as a human antibody, is 

disclosed in U.S. Patent No. 5,916,771 . It includes introducing an expression vector that 
contains a nucleotide sequence encoding a heavy chain into one mammalian host cell in 
culture, introducing an expression vector containing a nucleotide sequence encoding a light 
chain into another mammalian host cell, and fusing the two cells to form a hybrid cell. The 

30 hybrid cell expresses an antibody containing the heavy chain and the light chain. 

In a further improvement on this procedure, a method for identifying a clinically 
relevant epitope on an immunogen, and a correlative method for selecting an antibody that 
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binds immunospecifically to the relevant epitope with high affinity, are disclosed in PCT 
publication WO 99/53049. 

4.13.5 FAB FRAGMENTS AND SINGLE CHAIN ANTIBODIES 

5 According to the invention, techniques can be adapted for the production of 

single-chain antibodies specific to an antigenic protein of the invention (see e.g., U.S. Patent 
No. 4,946,778). In addition, methods can be adapted for the construction of F a b expression 
libraries (see e.g., Huse, et al., 1989 Science 246, 1275-1281) to allow rapid and effective 
identification of monoclonal F a b fragments with the desired specificity for a protein or 

10 derivatives, fragments, analogs or homologs thereof. Antibody fragments that contain the 

idiotypes to a protein antigen may be produced by techniques known in the art including, but 
not limited to: (i) an F( a b')2 fragment produced by pepsin digestion of an antibody molecule; 
(ii) an F a b fragment generated by reducing the disulfide bridges of an F( a b»)2 fragment; (iii) an 
F a b fragment generated by the treatment of the antibody molecule with papain and a reducing 

1 5 agent and (iv) F v fragments. 

4.13.6 BISPECIFIC ANTIBODIES 

Bispecific antibodies are monoclonal, preferably human or humanized, antibodies 
that have binding specificities for at least two different antigens. In the present case, one of 
20 the binding specificities is for an antigenic protein of the invention. The second binding 

target is any other antigen, and advantageous^ is a cell-surface protein or receptor or 
receptor subunii 

Methods for making bispecific antibodies are known in the art. Traditionally, the 
recombinant production of bispecific antibodies is based on the co-expression of two 

25 immunoglobulin heavy-chain/light-chain pairs, where the two heavy chains have different 
specificities (Milstein and Cuello, Nature, 305, 537-539 (1983)). Because of the random 
assortment of immunoglobulin heavy and light chains, these hybridomas (quadromas) 
produce a potential mixture of ten different antibody molecules, of which only one has the 
correct bispecific structure. The purification of the correct molecule is usually accomplished 

30 by affinity chromatography steps. Similar procedures are disclosed in WO 93/08829, 
published 13 Mayl993, and in Traunecker etal, 1991 EMBOJ., 10, 3655-3659. 

Antibody variable domains with the desired binding specificities (antibody-antigen 
combining sites) can be fused to immunoglobulin constant domain sequences. The fusion 
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preferably is with an immunoglobulin heavy-chain constant domain, comprising at least part 
of the hinge, CH2, and CH3 regions. It is preferred to have the first heavy-chain constant 
region (CHI) containing the site necessary for light-chain binding present in at least one of 
the fusions. DNAs encoding the immunoglobulin heavy-chain fusions and, if desired, the 
5 immunoglobulin light chain, are inserted into separate expression vectors, and are co- 
transfected into a suitable host organism. For further details of generating bispecific 
antibodies see, for example, Suresh et al., Methods in Enzymology, 121, 210 (1986). 

According to another approach described in WO 96/2701 1 , the interface between a 
pair of antibody molecules can be engineered to maximize the percentage of heterodimers 
10 that are recovered from recombinant cell culture. The preferred interface comprises at least 
a part of the CH3 region of an antibody constant domain. In this method, one or more small 
amino acid side chains from the interface of the first antibody molecule are replaced with 
larger side chains (e.g. tyrosine or tryptophan). Compensatory "cavities" of identical or 
similar size to the large side chain(s) are created on the interface of the second antibody 

I 

15 molecule by replacing large amino acid side chains with smaller ones (e.g. alanine or 

threonine). This provides a mechanism for increasing the yield of the heterodimer over other 
unwanted end-products such as homodimers. 

Bispecific antibodies can be prepared as full-length antibodies or antibody fragments 
(e.g. F(ab')2 bispecific antibodies). Techniques for generating bispecific antibodies from 

20 antibody fragments have been described in the literature. For example, bispecific antibodies 
can be prepared using chemical linkage. Brennan et al. 5 Science 229, 81 (1985) describe a 
procedure wherein intact antibodies are proteolytically cleaved to generate F(aV)2 
fragments. These fragments are reduced in the presence of the dithiol complexing agent 
sodium arsenite to stabilize vicinal dithiols and prevent intermolecular disulfide formation. 

25 The Fab 5 fragments generated are then converted to thionitrobenzoate (TNB) derivatives. 
One of the Fab' -TNB derivatives is then reconverted to the Fab '-thiol by reduction with 
mercaptoethylamine and is mixed with an equimolar amount of the other Fab 9 -TNB 
derivative to form the bispecific antibody. The bispecific antibodies produced can be used 
as agents for the selective immobilization of enzymes. 

30 Additionally, Fab 5 fragments can be directly recovered from E. coli and chemically 

coupled to form bispecific antibodies. Shalaby et al., J. Exp. Med. 175, 217-225 (1992) 
describe the production of a fully humanized bispecific antibody F(ab')2 molecule. Each 
Fab' fragment was separately secreted from E. coli and subjected to directed chemical 
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coupling in vitro to form the bispecific antibody. The bispecific antibody thus formed was 
able to bind to cells overexpressing the ErbB2 receptor and normal human T cells, as well as 
trigger the lytic activity of human cytotoxic lymphocytes against human breast tumor targets. 
Various techniques for making and isolating bispecific antibody fragments directly 
5 from recombinant cell culture have also been described. For example, bispecific antibodies 
have been produced using leucine zippers. Kostelny et al., J. Immunol. 148(5), 1547-1553 
(1992). The leucine zipper peptides from the Fos and Jun proteins were linked to the Fab' 
portions of two different antibodies by gene fusion. The antibody homodimers were reduced 
at the hinge region to form monomers and then re-oxidized to form the antibody 

10 heterodimers. This method can also be utilized for the production of antibody homodimers. 
The "diabody" technology described by Hollinger et al., Proc. Natl. Acad. Sci. USA 90, 
6444-6448 (1993) has provided an alternative mechanism for making bispecific antibody 
fragments. The fragments comprise a heavy-chain variable domain (V H ) connected to a 
light-chain variable domain (Vl) by a linker which is too short to allow pairing between the 

1 5 two domains on the same chain. Accordingly, the Vh and Vl domains of one fragment are 
forced to pair with the complementary Vl and Vh domains of another fragment, thereby 
forming two antigen-binding sites. Another strategy for making bispecific antibody 
fragments by the use of single-chain Fv (sFv) dimers has also been reported. See, Gruber et 
al., J. Immunol. 152, 5368 (1994). 

20 Antibodies with more than two valencies are contemplated. For example, trispecific 

antibodies can be prepared. Tutt et al., J. Immunol. 147 5 60 (1991). 

Exemplary bispecific antibodies can bind to two different epitopes, at least one of 
which originates in the protein antigen of the invention. Alternatively, an anti-antigenic arm 
of an immunoglobulin molecule can be combined with an arm which binds to a triggering 

25 molecule on a leukocyte such as a T-cell receptor molecule (e.g. CD2, CD3, CD28, or B7), 
or Fc receptors for IgG (FC7R), such as FC7RI (CD64), FC7RII (CD32) and FC7RIII (CD16) 
so as to focus cellular defense mechanisms to the cell expressing the particular antigen. 
Bispecific antibodies can also be used to direct cytotoxic agents to cells which express a 
particular antigen. These antibodies possess an antigen-binding arm and an arm which binds 

30 a cytotoxic agent or a radionuclide chelator, such as EOTUBE, DPTA, DOT A, or TETA. 

Another bispecific antibody of interest binds the protein antigen described herein and further 
binds tissue factor (TF). 
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4.13.7 HETEROCONJUGATE ANTIBODIES 

Heteroconjugate antibodies are also within the scope of the present invention. 
Heteroconjugate antibodies are composed of two covalently joined antibodies. Such 
antibodies have, for example, been proposed to target immune system cells to unwanted cells 
5 (U.S. Patent No. 4,676,980), and for treatment of HIV infection (WO 91/00360; WO 
92/200373; EP 03089). It is contemplated that the antibodies can be prepared in vitro using 
known methods in synthetic protein chemistry, including those involving crosslinking 
agents. For example, immunotoxins can be constructed using a disulfide exchange reaction 
or by forming a thioether bond. Examples of suitable reagents for this purpose include 
10 iminothiolate and methyl-4-mercaptobutyrimidate and those disclosed, for example, in U.S. 
Patent No. 4,676,980. 

4.13.8 EFFECTOR FUNCTION ENGINEERING 

It can be desirable to modify the antibody of the invention with respect to effector 
15 function, so as to enhance, e.g., the effectiveness of the antibody in treating cancer. For 
example, cysteine residue(s) can be introduced into the Fc region, thereby allowing 
interchain disulfide bond formation in this region. The homodimeric antibody thus 
generated can have improved internalization capability and/or increased complement- 
mediated cell killing and antibody-dependent cellular cytotoxicity (ADCC). See Caron et 
20 al., J. Exp Med., 176, 1191-1195 (1992) and Shopes, J. Immunol., 148, 2918-2922 (1992). 
Homodimeric antibodies with enhanced anti-tumor activity can also be prepared using 
heterobifunctional cross-linkers as described in Wolff et al. Cancer Research, 53, 2560- 
2565 (1993). Alternatively, an antibody can be engineered that has dual Fc regions and can 
thereby have enhanced complement lysis and ADCC capabilities. See Stevenson et al., 
25 Anti-Cancer Drug Design, 3, 219-230 (1989). 

4.13.9 IMMUNOCONJUGATES 

The invention also pertains to immunoconjugates comprising an antibody conjugated 
to a cytotoxic agent such as a chemotherapeutic agent, toxin (e.g., an enzymatically active 
30 toxin of bacterial, fungal, plant, or animal origin, or fragments thereof), or a radioactive 
isotope (i.e., a radioconjugate). 

Chemotherapeutic agents useful in the generation of such immunoconjugates have 
been described above. Enzymatically active toxins and fragments thereof that can be used 
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include diphtheria A chain, nonbinding active fragments of diphtheria toxin, exotoxin A 
chain (from Pseudomonas aeruginosa), ricin A chain, abrin A chain, modeccin A chain, 
alpha-sarcin, Aleurites fordii proteins, dianthin proteins, Phytolaca americana proteins 
(PAPI, PAPII, and PAP-S), momordica charantia inhibitor, curcin, crotin, sapaonaria 
5 officinalis inhibitor, gelonin, mitogellin, restrictocin, phenomycin, enomycin, and the 

tricothecenes. A variety of radionuclides are available for the production of radioconjugated 
antibodies. Examples include 212 Bi, 131 I, 131 In, 90 Y, and 186 Re. 

Conjugates of the antibody and cytotoxic agent are made using a variety of 
bifunctional protein-coupling agents such as N-succinimidyl-3-(2~pyridyldithiol) propionate 

10 (SPDP), iminothiolane (IT), bifunctional derivatives of imidoesters (such as dimethyl 
adipimidate HCL), active esters (such as disuccinimidyl suberate), aldehydes (such as 
glutareldehyde), bis-azido compounds (such as bis (p-azidobenzoyl) hexanediamine), bis- 
diazonium derivatives (such as bis-(p-diazoniumbenzoyl)-ethylenediamine), diisocyanates 
(such as tolyene 2,6-diisocyanate), and bis-active fluorine compounds (such as 1,5-difluoro- 

15 2,4-dinitrobenzene) . For example, a ricin immunotoxin can be prepared as described in 
Vitetta et al. 5 Science, 238: 1098 (1987). Carbon- 14 -labeled l-isothiocyanatobenzyl-3- 
methyldiethylene triaminepentaacetic acid (MX-DTPA) is an exemplary chelating agent for 
conjugation of radionucleotide to the antibody. See W094/1 1026. 

In another embodiment, the antibody can be conjugated to a "receptor" (such 

20 streptavidin) for utilization in tumor pretargeting wherein the antibody-receptor conjugate is 
administered to the patient, followed by removal of unbound conjugate from the circulation 
using a clearing agent and then administration of a "ligand" (e.g., avidin) that is in turn 
conjugated to a cytotoxic agent. 



4.14 COMPUTER READABLE SEQUENCES 

In one application of this embodiment, a nucleotide sequence of the present invention 
can be recorded on computer readable media. As used herein, "computer readable media" 
refers to any medium which can be read and accessed directly by a computer. Such media 
30 include, but are not limited to: magnetic storage media, such as floppy discs, hard disc 
storage medium, and magnetic tape; optical storage media such as CD-ROM; electrical 
storage media such as RAM and ROM; and hybrids of these categories such as 
magnetic/optical storage media. A skilled artisan can readily appreciate how any of the 
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presently known computer readable mediums can be used to create a manufacture 
comprising computer readable medium having recorded thereon a nucleotide sequence of the 
present invention. As used herein, "recorded" refers to a process for storing information on 
computer readable medium. A skilled artisan can readily adopt any of the presently known 
5 methods for recording information on computer readable medium to generate manufactures 
comprising the nucleotide sequence information of the present invention. 

A variety of data storage structures are available to a skilled artisan for creating a 
computer readable medium having recorded thereon a nucleotide sequence of the present 
invention. The choice of the data storage structure will generally be based on the means 

10 chosen to access the stored information. In addition, a variety of data processor programs 
and formats can be used to store the nucleotide sequence information of the present 
invention on computer readable medium. The sequence information can be represented in a 
word processing text file, formatted in commercially-available software such as WordPerfect 
and Microsoft Word, or represented in the form of an ASCII file, stored in a database 

1 5 application, such as DB2, Sybase, Oracle, or the like. A skilled artisan can readily adapt any 
number of data processor structuring formats (e.g. text file or database) in order to obtain 
computer readable medium having recorded thereon the nucleotide sequence information of 
the present invention. 

By providing any of the nucleotide sequences SEQ ID NO: 1-684, or 1369-1966 or a 

20 representative fragment thereof; or a nucleotide sequence at least 95% identical to any of the 
nucleotide sequences of SEQ ID NO: 1-684, or 1369-1966 in computer readable form, a 
skilled artisan can routinely access the sequence information for a variety of purposes. 
Computer software is publicly available which allows a skilled artisan to access sequence 
information provided in a computer readable medium. The examples which follow 

25 demonstrate how software which implements the BLAST (Altschul et al., J. Mol. Biol. 

215:403-410 (1990)) and BLAZE (Brutlag et al., Comp. Chem. 17:203-207 (1993)) search 
algorithms on a Sybase system is used to identify open reading frames (ORFs) within a 
nucleic acid sequence. Such ORFs may be protein-encoding fragments and may be useful in 
producing commercially important proteins such as enzymes used in fermentation reactions 

30 and in the production of commercially useful metabolites. 

As used herein, M a computer-based system" refers to the hardware means, software 
means, and data storage means used to analyze the nucleotide sequence information of the 
present invention. The minimum hardware means of the computer-based systems of the 
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present invention comprises a central processing unit (CPU), input means, output means, and 
data storage means. A skilled artisan can readily appreciate that any one of the currently 
available computer-based systems are suitable for use in the present invention. As stated 
above, the computer-based systems of the present invention comprise a data storage means 
5 having stored therein a nucleotide sequence of the present invention and the necessary 

hardware means and software means for supporting and implementing a search means. As 
used herein, "data storage means" refers to memory which can store nucleotide sequence 
information of the present invention, or a memory access means which can access 
manufactures having recorded thereon the nucleotide sequence information of the present 
10 invention. 

As used herein, "search means" refers to one or more programs which are 
implemented on the computer-based system to compare a target sequence or target structural 
motif with the sequence information stored within the data storage means. Search means are 
used to identify fragments or regions of a known sequence which match a particular target 

1 5 sequence or target motif. A variety of known algorithms are disclosed publicly and a variety 
of commercially available software for conducting search means are and can be used in the 
computer-based systems of the present invention. Examples of such software includes, but 
is not limited to, Smith- Waterman, MacPattern (EMBL), BLASTN and BLASTA 
(NPOLYPEPTIDEIA) . A skilled artisan can readily recognize that any one of the available 

20 algorithms or implementing software packages for conducting homology searches can be 
adapted for use in the present computer-based systems. As used herein, a "target sequence" 
can be any nucleic acid or amino acid sequence of six or more nucleotides or two or more 
amino acids. A skilled artisan can readily recognize that the longer a target sequence is, the 
less likely a target sequence will be present as a random occurrence in the database. The 

25 most preferred sequence length of a target sequence is from about 10 to 300 amino acids, 
more preferably from about 30 to 100 nucleotide residues. However, it is well recognized 
that searches for commercially important fragments, such as sequence fragments involved in 
gene expression and protein processing, may be of shorter length. 

As used herein, "a target structural motif," or "target motif," refers to any rationally 

30 selected sequence or combination of sequences in which the sequence(s) are chosen based on 
a three-dimensional configuration which is formed upon the folding of the target motif. 
There are a variety of target motifs known in the art. Protein target motifs include, but are 
not limited to, enzyme active sites and signal sequences. Nucleic acid target motifs include, 
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but are not limited to, promoter sequences, hairpin structures and inducible expression 
elements (protein binding sequences). 

4.15 TRIPLE HELIX FORMATION 

5 In addition, the fragments of the present invention, as broadly described, can be used 

to control gene expression through triple helix formation or antisense DNA or RNA, both of 
which methods are based on the binding of a polynucleotide sequence to DNA or RNA. 
Polynucleotides suitable for use in these methods are preferably 20 to 40 bases in length and 
are designed to be complementary to a region of the gene involved in transcription (triple 

10 helix-see Lee et al., Nucl. Acids Res. 6, 3073 (1979); Cooney et al., Science 15241, 456 
(1988); and Dervan et al., Science 251, 1360 (1991)) or to the mRNA itself (antisense- 
Olmno, J. Neurochem. 56:560 (1991); Oligodeoxymxcleotides as Antisense Inhibitors of 
Gene Expression, CRC Press, Boca Raton, FL (1988)). Triple helix-formation optimally 
results in a shut-off of RNA transcription from DNA, while antisense RNA hybridization 

1 5 blocks translation of an mRNA molecule into polypeptide. Both techniques have been 

demonstrated to be effective in model systems. Information contained in the sequences of 
the present invention is necessary for the design of an antisense or triple helix 
oligonucleotide. 

20 4.16 DIAGNOSTIC ASSAYS AND KITS 

The present invention further provides methods to identify the presence or expression 
of one of the ORFs of the present invention, or homolog thereof, in a test sample, using a 
nucleic acid probe or antibodies of the present invention, optionally conjugated or otherwise 
associated with a suitable label. 

25 In general, methods for detecting a polynucleotide of the invention can comprise 

contacting a sample with a compound that binds to and forms a complex with the 
polynucleotide for a period sufficient to form the complex, and detecting the complex, so 
that if a complex is detected, a polynucleotide of the invention is detected in the sample. 
Such methods can also comprise contacting a sample under stringent hybridization 

30 conditions with nucleic acid primers that anneal to a polynucleotide of the invention under 
such conditions, and amplifying annealed polynucleotides, so that if a polynucleotide is 
amplified, a polynucleotide of the invention is detected in the sample. 
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In general, methods for detecting a polypeptide of the invention can comprise 
contacting a sample with a compound that binds to and forms a complex with the 
polypeptide for a period sufficient to form the complex, and detecting the complex, so that if 
a complex is detected, a polypeptide of the invention is detected in the sample. 
5 In detail, such methods comprise incubating a test sample with one or more of the 

antibodies or one or more of the nucleic acid probes of the present invention and assaying 
for binding of the nucleic acid probes or antibodies to components within the test sample. 

Conditions for incubating a nucleic acid probe or antibody with a test sample vary. 
Incubation conditions depend on the format employed in the assay, the detection methods 

1 0 employed, and the type and nature of the nucleic acid probe or antibody used in the assay. 
One skilled in the art will recognize that any one of the commonly available hybridization, 
amplification or immunological assay formats can readily be adapted to employ the nucleic 
acid probes or antibodies of the present invention. Examples of such assays can be found in 
Chard, T., An Introduction to Radioimmunoassay and Related Techniques, Elsevier Science 

15 Publishers, Amsterdam, The Netherlands (1986); Bullock, G.R. et al., Techniques in 

Immunocytochemistry, Academic Press, Orlando, FL Vol. 1 (1982), Vol. 2 (1983), Vol. 3 
(1985); Tijssen, P., Practice and Theory of immunoassays: Laboratory Techniques in 
Biochemistry and Molecular Biology, Elsevier Science Publishers, Amsterdam, The 
Netherlands (1985). The test samples of the present invention include cells, protein or 

20 membrane extracts of cells, or biological fluids such as sputum, blood, serum, plasma, or 
urine. The test sample used in the above-described method will vary based on the assay 
format, nature of the detection method and the tissues, cells or extracts used as the sample to 
be assayed. Methods for preparing protein extracts or membrane extracts of cells are well 
known in the art and can be readily be adapted in order to obtain a sample which is 

25 compatible with the system utilized. 

In another embodiment of the present invention, kits are provided which contain the 
necessary reagents to carry out the assays of the present invention. Specifically, the 
invention provides a compartment kit to receive, in close confinement, one or more 
containers which comprises: (a) a first container comprising one of the probes or antibodies 

30 of the present invention; and (b) one or more other containers comprising one or more of the 
following: wash reagents, reagents capable of detecting presence of a bound probe or 
antibody. 
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In detail, a compartment kit includes any kit in which reagents are contained in 
separate containers. Such containers include small glass containers, plastic containers or 
strips of plastic or paper. Such containers allows one to efficiently transfer reagents from 
one compartment to another compartment such that the samples and reagents are not 
5 cross-contaminated, and the agents or solutions of each container can be added in a 
quantitative fashion from one compartment to another. Such containers will include a 
container which will accept the test sample, a container which contains the antibodies used 
in the assay, containers which contain wash reagents (such as phosphate buffered saline, 
Tris-buffers, etc.), and containers which contain the reagents used to detect the bound 

10 antibody or probe. Types of detection reagents include labeled nucleic acid probes, labeled 
secondary antibodies, or in the alternative, if the primary antibody is labeled, the enzymatic, 
or antibody binding reagents which are capable of reacting with the labeled antibody. One 
skilled in the art will readily recognize that the disclosed probes and antibodies of the present 
invention can be readily incorporated into one of the established kit formats which are well 

1 5 known in the art. 



4.17 MEDICAL IMAGING 

The novel polypeptides and binding partners of the invention are useful in medical 
imaging of sites expressing the molecules of the invention (e.g., where the polypeptide of the 
20 invention is involved in the immune response, for imaging sites of inflammation or 
infection), See, e.g., Kunkel et aL, U.S. Pat. NO. 5,413,778. Such methods involve 
chemical attachment of a labeling or imaging agent, administration of the labeled 
polypeptide to a subject in a pharmaceutically acceptable carrier, and imaging the labeled 
polypeptide in vivo at the target site. 

25 

4.18 SCREENING ASSAYS 

Using the isolated proteins and polynucleotides of the invention, the present 
invention further provides methods of obtaining and identifying agents which bind to a 
polypeptide encoded by an ORP corresponding to any of the nucleotide sequences set forth 
30 in SEQ ID NO: 1-684, or 1369-1966, or bind to a specific domain of the polypeptide 
encoded by the nucleic acid. In detail, said method comprises the steps of: 

(a) contacting an agent with an isolated protein encoded by an ORF of the 
present invention, or nucleic acid of the invention; and 
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(b) determining whether the agent binds to said protein or said nucleic acid. 

In general, therefore, such methods for identifying compounds that bind to a 
polynucleotide of the invention can comprise contacting a compound with a polynucleotide 
of the invention for a time sufficient to form a polynucleotide/compound complex, and 
5 detecting the complex, so that if a polynucleotide/compound complex is detected, a 
compound that binds to a polynucleotide of the invention is identified. 

Likewise, in general, therefore, such methods for identifying compounds that bind to 
a polypeptide of the invention can comprise contacting a compound with a polypeptide of 
the invention for a time sufficient to form a polypeptide/compound complex, and detecting 
10 the complex, so that if a polypeptide/compound complex is detected, a compound that binds 
to a polynucleotide of the invention is identified. 

Methods for identifying compounds that bind to a polypeptide of the invention can 
also comprise contacting a compound with a polypeptide of the invention in a cell for a time 
sufficient to form a polypeptide/compound complex, wherein the complex drives expression 
15 of a receptor gene sequence in the cell, and detecting the complex by detecting reporter gene 
sequence expression, so that if a polypeptide/compound complex is detected, a compound 
that binds a polypeptide of the invention is identified. 

Compounds identified via such methods can include compounds which modulate the 
activity of a polypeptide of the invention (that is, increase or decrease its activity, relative to 
20 activity observed in the absence of the compound). Alternatively, compounds identified via 
such methods can include compounds which modulate the expression of a polynucleotide of 
the invention (that is, increase or decrease expression relative to expression levels observed 
in the absence of the compound). Compounds, such as compounds identified via the 
methods of the invention, can be tested using standard assays well known to those of skill in 
25 the art for their ability to modulate activity/expression. 

The agents screened in the above assay can be, but are not limited to, peptides, 
carbohydrates, vitamin derivatives, or other pharmaceutical agents. The agents can be 
selected and screened at random or rationally selected or designed using protein modeling 
techniques. 

30 For random screening, agents such as peptides, carbohydrates, pharmaceutical agents 

and the like are selected at random and are assayed for their ability to bind to the protein 
encoded by the ORF of the present invention. Alternatively, agents may be rationally 
selected or designed. As used herein, an agent is said to be "rationally selected or designed" 
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when the agent is chosen based on the configuration of the particular protein. For example, 
one skilled in the art can readily adapt currently available procedures to generate peptides, 
pharmaceutical agents and the like, capable of binding to a specific peptide sequence, in 
order to generate rationally designed antipeptide peptides, for example see Hurby et al., 
5 Application of Synthetic Peptides: Antisense Peptides," In Synthetic Peptides, A User's 
Guide, W.H. Freeman, NY (1992), pp. 289-307, and Kaspczak et al., Biochemistry 
28:9230-8 (1989), or pharmaceutical agents, or the like. 

In addition to the foregoing, one class of agents of the present invention, as broadly 
described, can be used to control gene expression through binding to one of the ORFs or 

10 EMFs of the present invention. As described above, such agents can be randomly screened 
or rationally designed/selected. Targeting the ORF or EMF allows a skilled artisan to design 
sequence specific or element specific agents, modulating the expression of either a single 
ORF or multiple ORFs which rely on the same EMF for expression control. One class of 
DNA binding agents are agents which contain base residues which hybridize or form a triple 

1 5 helix formation by binding to DNA or RNA. Such agents can be based on the classic 

phosphodiester, ribonucleic acid backbone, or can be a variety of sulfhydryl or polymeric 
derivatives which have base attachment capacity. 

Agents suitable for use in these methods preferably contain 20 to 40 bases and are 
designed to be complementary to a region of the gene involved in transcription (triple helix - 

20 see Lee et al., Nucl. Acids Res. 6, 3073 (1979); Cooney et al., Science 241, 456 (1988); and 
Dervan et al., Science 251, 1360 (1991)) or to the mRNA itself (antisense-Okano, J. 
Neurochem. 56, 560 (1991); Oligodeoxynucleotides as Antisense Inhibitors of Gene 
Expression, CRC Press, Boca Raton, FL (1988)). Triple helix-formation optimally results in 
a shut-off of RNA transcription from DNA, while antisense RNA hybridization blocks 

25 translation of an mRNA molecule into polypeptide. Both techniques have been 

demonstrated to be effective in model systems. Information contained in the sequences of 
the present invention is necessary for the design of an antisense or triple helix 
oligonucleotide and other DNA binding agents. 

Agents which bind to a protein encoded by one of the ORFs of the present invention 

30 can be used as a diagnostic agent. Agents which bind to a protein encoded by one of the 
ORFs of the present invention can be formulated using known techniques to generate a 
pharmaceutical composition. 
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4.19 USE OF NUCLEIC ACIDS AS PROBES 

Another aspect of the subject invention is to provide for polypeptide-specific nucleic 
acid hybridization probes capable of hybridizing with naturally occurring nucleotide 
sequences. The hybridization probes of the subject invention may be derived from any of 
5 the nucleotide sequences SEQ ID NO: 1-684, or 1369-1966. Because the corresponding 
gene is only expressed in a limited number of tissues, a hybridization probe derived from 
any of the nucleotide sequences SEQ ID NO: 1-684, or 1369-1966 can be used as an 
indicator of the presence of RNA of cell type of such a tissue in a sample. 

Any suitable hybridization technique can be employed, such as, for example, in situ 

10 hybridization. PCR as described in US Patents Nos. 4,683,195 and 4,965,1 88 provides 

additional uses for oligonucleotides based upon the nucleotide sequences. Such probes used 
in PCR may be of recombinant origin, may be chemically synthesized, or a mixture of both. 
The probe will comprise a discrete nucleotide sequence for the detection of identical 
sequences or a degenerate pool of possible sequences for identification of closely related 

15 genomic sequences. 

Other means for producing specific hybridization probes for nucleic acids include the 
cloning of nucleic acid sequences into vectors for the production of mRNA probes. Such 
vectors are known in the art and are commercially available and may be used to synthesize 
RNA probes in vitro by means of the addition of the appropriate RNA polymerase as T7 or 

20 SP6 RNA polymerase and the appropriate radioactively labeled nucleotides. The nucleotide 
sequences may be used to construct hybridization probes for mapping their respective 
genomic sequences. The nucleotide sequence provided herein may be mapped to a 
chromosome or specific regions of a chromosome using well-known genetic and/or 
chromosomal mapping techniques. These techniques include in situ hybridization, linkage 

25 analysis against known chromosomal markers, hybridization screening with libraries or 

flow-sorted chromosomal preparations specific to known chromosomes, and the like. The 
technique of fluorescent in situ hybridization of chromosome spreads has been described, 
among other places, in Verma et al (1988) Human Chromosomes: A Manual of Basic 
Techniques, Pergamon Press, New York NY. 

30 Fluorescent in situ hybridization of chromosomal preparations and other physical 

chromosome mapping techniques may be correlated with additional genetic map data. 
Examples of genetic map data can be found in the 1994 Genome Issue of Science 
(265 : 1 98 1 f). Correlation between the location of a nucleic acid on a physical chromosomal 
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map and a specific disease (or predisposition to a specific disease) may help delimit the 
region of DNA associated with that genetic disease. The nucleotide sequences of the subject 
invention may be used to detect differences in gene sequences between normal, carrier or 
affected individuals. 

5 4.20 PREPARATION OF SUPPORT BOUND OLIGONUCLEOTIDES 

Oligonucleotides, i.e., small nucleic acid segments, may be readily prepared by, for 
example, directly synthesizing the oligonucleotide by chemical means, as is commonly 
practiced using an automated oligonucleotide synthesizer. 

Support bound oligonucleotides may be prepared by any of the methods known to those 

10 of skill in the art using any suitable support such as glass, polystyrene or Teflon. One strategy 
is to precisely spot oligonucleotides synthesized by standard synthesizers. Immobilization can 
be achieved using passive adsorption (Inouye & Hondo, (1990) J. Clin. Microbiol. 28(6), 1469- 
72); using UV light (Nagata et al, 1985; Dahlen et al, 1987; Morrissey & Collins, (1989) Mol. 
Cell Probes 3(2) 189-207) or by covalent binding of base modified DNA (Keller et al, 1988; 

1 5 1989); all references being specifically incorporated herein. 

Another strategy that may be employed is the use of the strong biotin-streptavidin 
interaction as a linker. For example, Broude et al (1994) Proc. Natl. Acad. Sci. USA 91(8), 
3072-6, describe the use of biotinylated probes, although these are duplex probes, that are 
immobilized on streptavidin-coated magnetic beads. Streptavidin-coated beads may be 

20 purchased from Dynal, Oslo. Of course, this same linking chemistry is applicable to coating 
any surface with streptavidin. Biotinylated probes may be purchased from various sources, 
such as, e.g., Operon Technologies (Alameda, CA). 

Nunc Laboratories (Naperville, IL) is also selling suitable material that could be used. 
Nunc Laboratories have developed a method by which DNA can be covalently bound to the 

25 microwell surface termed Covalink NH. CovaLink NH is a polystyrene surface grafted with 
secondary amino groups (>NH) that serve as bridgeheads for further covalent coupling. 
CovaLink Modules may be purchased from Nunc Laboratories. DNA molecules may be bound 
to CovaLink exclusively at the 5 -end by a phosphoramidate bond, allowing immobilization of 
more than 1 pmol of DNA (Rasmussen et al, (1991) Anal. Biochem. 198(1) 138-42). 

30 The use of CovaLink NH strips for covalent binding of DNA molecules at the 5 f -end 

has been described (Rasmussen et al., (1991). In this technology, a phosphoramidate bond is 
employed (Chu et al., (1983) Nucleic Acids Res. 11(8) 6513-29). This is beneficial as 
immobilization using only a single covalent bond is preferred. The phosphoramidate bond joins 
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the DNA to the CovaLink NH secondary amino groups that are positioned at the end of spacer 
arms covalently grafted onto the polystyrene surface through a 2 run long spacer arm. To link 
an oligonucleotide to CovaLink NH via an phosphoramidate bond, the oligonucleotide terminus 
must have a 5 L end phosphate group. It is, perhaps, even possible for biotin to be covalently 
5 bound to CovaLink and then streptavidin used to bind the probes. 

More specifically, the linkage method includes dissolving DNA in water (7.5 ng/jLtl) and 
denaturing for 10 min. at 95°C and cooling on ice for 10 min. Ice-cold 0.1M1- 
methylimidazole, pH 7.0 (l-Melnr/), is then added to a final concentration of 10 mM 1-Melm7. 
A ss DNA solution is then dispensed into CovaLink NH strips (75 |iil/well) standing on ice. 

10 Carbodiimide 0.2 M l-ethyl-3-(3-dimethylaminopropyl)-carbodiimide (EDC), 

dissolved in 10 mM 1-Melm7, is made fresh and 25 jlxI added per well. The strips are incubated 
for 5 hours at 50°C. After incubation the strips are washed using, e.g., Nunc-Immuno Wash; 
first the wells are washed 3 times, then they are soaked with washing solution for 5 min., and 
finally they are washed 3 times (where in the washing solution is 0.4 N NaOH, 0.25% SDS 

15 heated to 50°C). 

It is contemplated that a further suitable method for use with the present invention is 
that described in PCT Patent Application WO 90/033 82 (Southern & Maskos), incorporated 1 
herein by reference. This method of preparing an oligonucleotide bound to a support involves 
attaching a nucleoside 3 -reagent through the phosphate group by a covalent phosphodiester link 

20 to aliphatic hydroxyl groups carried by the support. The oligonucleotide is then synthesized on 
the supported nucleoside and protecting groups removed from the synthetic oligonucleotide 
chain under standard conditions that do not cleave the oligonucleotide from the support. 
Suitable reagents include nucleoside phosphoramidite and nucleoside hydrogen phosphorate. 

An on-chip strategy for the preparation of DNA probe for the preparation of DNA probe 

25 arrays may be employed. For example, addressable laser-activated photodeprotection may be 
employed in the chemical synthesis of oligonucleotides directly on a glass surface, as described 
by Fodor et al (1991) Science 251(4995), 767-73, incorporated herein by reference. Probes 
may also be immobilized on nylon supports as described by Van Ness et al (1991) Nucleic 
Acids Res., 19(12) 3345-50; or linked to Teflon using the method of Duncan & Cavalier (1988) 

30 Anal. Biochem. 169(1), 104-8; all references being specifically incorporated herein. 

To link an oligonucleotide to a nylon support, as described by Van Ness et al (1991), 
requires activation of the nylon surface via alkylation and selective activation of the 5 f -amine of 
oligonucleotides with cyanuric chloride. 
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One particular way to prepare support bound oligonucleotides is to utilize the 
light-generated synthesis described by Pease et al, (1994) Proc. Natl. Acad. Sci., USA 91(1 1), 
5022-6, incorporated herein by reference). These authors used current photolithographic 
techniques to generate arrays of immobilized oligonucleotide probes (DNA chips). These 
5 methods, in which light is used to direct the synthesis of oligonucleotide probes in high-density, 
miniaturized arrays, utilize photolabile 5-protected iV-acyl-deoxynucleoside phosphoramidites, 
surface linker chemistry and versatile combinatorial synthesis strategies. A matrix of 256 
spatially defined oligonucleotide probes may be generated in this manner. 

4.21 PREPARATION OF NUCLEIC ACID FRAGMENTS 

10 The nucleic acids may be obtained from any appropriate source, such as cDNAs, 

genomic DNA, chromosomal DNA, microdissected chromosome bands, cosmid or YAC 

inserts, and RNA, including mRNA without any amplification steps. For example, Sambrook 

et al (1989) describes three protocols for the isolation of high molecular weight DNA from 

mammalian cells (p. 9.14-9.23). 
1 5 DNA fragments may be prepared as clones in Ml 3, plasmid or lambda vectors and/or 

prepared directly from genomic DNA or cDNA by PGR or other amplification methods. 

Samples may be prepared or dispensed in multiwell plates. About 100-1000 ng of DNA 

samples may be prepared in 2-500 ml of final volume. 

The nucleic acids would then be fragmented by any of the methods known to those of 
20 skill in the art including, for example, using restriction enzymes as described at 9.24-9.28 of 

Sambrook et al (1 989), shearing by ultrasound and NaOH treatment. 

Low pressure shearing is also appropriate, as described by Schriefer et al (1990) 

Nucleic Acids Res. 1 8(24), 7455-6, incorporated herein by reference). In this method, DNA 

samples are passed through a small French pressure cell at a variety of low to intermediate 
25 pressures. A lever device allows controlled application of low to intermediate pressures to the 

cell. The results of these studies indicate that low-pressure shearing is a useful alternative to 

sonic and enzymatic DNA fragmentation methods. 

One particularly suitable way for fragmenting DNA is contemplated to be that using the 

two base recognition endonuclease, Cv/JI, described by Fitzgerald et al (1992) Nucleic Acids 
30 Res. 20(14) 3753-62. These authors described an approach for the rapid fragmentation and 

fractionation of DNA into particular sizes that they contemplated to be suitable for shotgun 

cloning and sequencing. 
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The restriction endonuclease CvzJI normally cleaves the recognition sequence PuGCPy 
between the G and C to leave blunt ends. Atypical reaction conditions, which alter the 
specificity of this enzyme (CvzJI**), yield a quasi-random distribution of DNA fragments form 
the small molecule pUC19 (2688 base pairs). Fitzgerald et al (1992),quantitatively evaluated 
5 the randomness of this fragmentation strategy, using a CvzJI** digest of pUC19 that was size 
fractionated by a rapid gel filtration method and directly ligated, without end repair, to a lac Z 
minus Ml 3 cloning vector. Sequence analysis of 76 clones showed that CvzJI** restricts 
pyGCPy and PuGCPu, in addition to PuGCPy sites, and that new sequence data is accumulated 
at a rate consistent with random fragmentation. 

1 0 As reported in the literature, advantages of this approach compared to sonication and 

agarose gel fractionation include: smaller amounts of DNA are required (0.2-0.5 jug instead of 
2-5 jag); and fewer steps are involved (no preligation, end repair, chemical extraction, or 
agarose gel electrophoresis and elution are needed). 

Irrespective of the manner in which the nucleic acid fragments are obtained or prepared, 

15 it is important to denature the DNA to give single stranded pieces available for hybridization. 
This is achieved by incubating the DNA solution for 2-5 minutes at 80-90°C. The solution is 
then cooled quickly to 2°C to prevent renaturation of the DNA fragments before they are 
contacted with the chip. Phosphate groups must also be removed from genomic DNA by 
methods known in the art. 

20 4.22 PREPARATION OF DNA ARRAYS 

Arrays may be prepared by spotting DNA samples on a support such as a nylon 
membrane. Spotting may be performed by using arrays of metal pins (the positions of which 
correspond to an array of wells in a microliter plate) to repeated by transfer of about 20 nl of a 
DNA solution to a nylon membrane. By offset printing, a density of dots higher than the density 

25 of the wells is achieved. One to 25 dots may be accommodated in 1 mm 2 , depending on the 
type of label used. By avoiding spotting in some preselected number of rows and columns, 
separate subsets (subarrays) may be formed. Samples in one subarray may be the same genomic 
segment of DNA (or the same gene) from different individuals, or may be different, overlapped 
genomic clones. Each of the subarrays may represent replica spotting of the same samples. In 

30 one example, a selected gene segment may be amplified from 64 patients. For each patient, the 
amplified gene segment may be in one 96-well plate (all 96 wells containing the same sample). 
A plate for each of the 64 patients is prepared. By using a 96-pin device, all samples maybe 
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spotted on one 8 x 12 cm membrane. Subarrays may contain 64 samples, one from each patient. 
Where the 96 subarrays are identical, the dot span may be 1 mm 2 and there may be a 1 mm 
space between subarrays. 

Another approach is to use membranes or plates (available from NUNC, Naperville, 
5 Illinois) which may be partitioned by physical spacers e.g. a plastic grid molded over the 
membrane, the grid being similar to the sort of membrane applied to the bottom of multiwell 
plates, or hydrophobic strips. A fixed physical spacer is not preferred for imaging by exposure 
to flat phosphor-storage screens or x-ray films. 

The present invention is illustrated in the following examples. Upon consideration of 

1 0 the present disclosure, one of skill in the art will appreciate that many other embodiments and 
variations may be made in the scope of the present invention. Accordingly, it is intended that 
the broader aspects of the present invention not be limited to the disclosure of the following 
examples. The present invention is not to be limited in scope by the exemplified embodiments 
which are intended as illustrations of single aspects of the invention, and compositions and 

15 methods which are functionally equivalent are within the scope of the invention. Indeed, 

numerous modifications and variations in the practice of the invention are expected to occur to 
those skilled in the art upon consideration of the present preferred embodiments. Consequently, 
the only limitations which should be placed upon the scope of the invention are those which 
appear in the appended claims. 

20 AH references cited within the body of the instant specification are hereby incorporated 

by reference in their entirety. 

5.0 EXAMPLES 

5.1 EXAMPLE 1 

Novel Nucleic Acid Sequences Obtained From Various Libraries 
25 A plurality of novel nucleic acids were obtained from cDNA libraries prepared from 

various human tissues and in some cases isolated from a genomic library derived from human 
chromosome using standard PGR, SBH sequence signature analysis and Sanger sequencing 
techniques. The inserts of the library were amplified with PCR using primers specific for the 
vector sequences which flank the inserts. Clones from cDNA libraries were spotted on nylon 
30 membrane filters and screened with oligonucleotide probes (e.g., 7-mers) to obtain signature 
sequences. The clones were clustered into groups of similar or identical sequences. 
Representative clones were selected for sequencing. 
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In some cases, the 5' sequence of the amplified inserts was then deduced using a typical 
Sanger sequencing protocol. PCR products were purified and subjected to fluorescent dye 
terminator cycle sequencing. Single pass gel sequencing was done using a 377 Applied 
Biosystems (ABI) sequencer to obtain the novel nucleic acid sequences. 

5 5.2 EXAMPLE 2 

Assemblage of Novel Nucleic Acids 

The contigs or nucleic acids of the present invention, designated as SEQ ID NO: 1369- 
1966 were assembled using an EST sequence as a seed. Then a recursive algorithm was used to 
extend the seed EST into an extended assemblage, by pulling additional sequences from 
1 0 different databases (i.e., Hyseq's database containing EST sequences, dbEST, gb pri, and 
UniGene, and exons from public domain genomic sequences predicated by GenScan) that 
belong to this assemblage. The algorithm terminated when there were no additional sequences 
from the above databases that would extend the assemblage. Further, inclusion of component 
sequences into the assemblage was based on a BLASTN hit to the extending assemblage with 

1 5 BLAST score greater than 300 and percent identity greater than 95%. 

Table 7 sets forth the novel predicted polypeptides (including proteins), SEQ ID NO: 
1967-2564, encoded by the novel polynucleotides (SEQ ID NO: 1369-1966) of the present 
invention, and their corresponding translation start and stop nucleotide locations to each of SEQ 
ID NO: 1369-1966. Table 7 also indicates the method by which the polypeptide was predicted. 

20 Method A refers to a polypeptide obtained by using a software program called FASTY 
(available from http :// fasta.bioch. virginia. > edu ) which selects a polypeptide based on a 
comparison of the translated novel polynucleotide to known polynucleotides (W.R. Pearson, 
Methods in Enzymology, 183:63-98 (1990), herein incorporated by reference). Method B 
refers to a polypeptide obtained by using a software program called GenScan for 

25 human/vertebrate sequences (available from Stanford University, Office of Technology 
Licensing) that predicts the polypeptide based on a probabilistic model of gene 
structure/compositional properties (C. Burge and S. Karlin, J. Mol. Biol., 268:78-94 (1997), 
incorporated herein by reference). Method C refers to a polypeptide obtained by using a Hyseq 
proprietary software program that translates the novel polynucleotide and its complementary 

30 strand into six possible amino acid sequences (forward and reverse frames) and chooses the 
polypeptide with the longest open reading frame. 
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5.3 EXAMPLE 3 
Novel Nucleic Acids 

The novel nucleic acids of the present invention were assembled from sequences that 
were obtained from a cDNA library by methods described in Example 1 above, and in some 
5 cases sequences obtained from one or more public databases. The nucleic acids were 

assembled using an EST sequence as a seed. Then a recursive algorithm was used to extend the 
seed EST into an extended assemblage, by pulling additional sequences from different 
databases (Hyseq's database containing EST sequences, dbEST, gb pri, and UniGene) that 
belong to this assemblage. The algorithm terminated when there was no additional sequences 
10 from the above databases that would extend the assemblage. Inclusion of component sequences 
into the assemblage was based on a BLASTN hit to the extending assemblage with BLAST 
score greater than 300 and percent identity greater than 95%. 

Using PHRAP (Univ. of Washington) or CAP4 (Paracel), a full-length gene cDNA 
sequence and its corresponding protein sequence were generated from the assemblage. Any 
1 5 frame shifts and incorrect stop codons were corrected by hand editing. During editing, the 

sequences were checked using FASTY and/or BLAST against Genebank (i.e., dbEST, gb pri, 
UniGene, and Genpept) and the Geneseq (Derwent). Other computer programs which may 
have been used in the editing process were phredPhrap and Consed (University of Washington) 
and ed-ready, ed-ext and cg-zip-2 (Hyseq, Inc.). The full-length nucleotide and amino acid 
20 sequences, including splice variants resulting from these procedures are shown in the Sequence 
Listing as SEQ ID NO: 1-1368. 

The nucleic acid sequences of the present invention were confirmed to have at least 
one transmembrane domain using the TMpred program 

qittp://www.ch.embnet. org/software/TMPRED form.htmD . One of skill in the art will 
25 recognize that the proteins of the present invention may be utilized as either a membrane- 
bound target or a soluble protein. 

Table 1 shows the various tissue sources of SEQ ID NO: 1-684. 

The homologs for polypeptides SEQ ID NO: 685-1368 that correspond to nucleotide 
sequences SEQ ID NO: 1-684 were obtained by a BLASTP version 2.0al 19MP-WashU 
30 searches against Genpept and Geneseq (Derwent) using BLAST algorithm. The results 
showing homologues for SEQ ID NO: 685-1368 are shown in Tables 2A and 2B. 

Using eMatrix software package (Stanford University, Stanford, CA) (Wu et al., J. 
Comp. Biol., Vol. 6, 219-235 (1999), http://motif.stanford.edu/ematrix-search/ herein 
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incorporated by reference), all the polypeptide sequences were examined to determine 
whether they had identifiable signature regions. Scoring matrices of the eMatrix software 
package are derived from the BLOCKS, PRINTS, PFAM, PRODOM, and DOMO 
databases. Tables 3A and 3B show the accession number of the homologous eMatrix 
5 signature found in the indicated polypeptide sequence, its description, and the results 

obtained which include accession number subtype; raw score; p-value; and the position of 
signature in amino acid sequence. 

Using the Pfam software program (Sonnhammer et al., Nucleic Acids Res., Vol. 
26(1) pp. 320-322 (1998) herein incorporated by reference) all the polypeptide sequences 

10 were examined for domains with homology to certain peptide domains. Tables 4 A and 4B 
show the name of the Pfam model found, the description, the e-value and the Pfam score for 
the identified model within the sequence. Further description of the Pfam models can be 
found at http://pfam.wustl.edu/ . 

Table 5 shows the position of the signal peptide in each of the polypeptides and the 

1 5 maximum score and mean score associated with that signal peptide using Neural Network 
SignalP VI .1 program (from Center for Biological Sequence Analysis, The Technical 
University of Denmark). The process for identifying prokaryotic and eukaryotic signal 
peptides and their cleavage sites are also disclosed by Henrik Nielson, Jacob Engelbrecht, 
Soren Brunak, and Gunnar von Heijne in the publication " Identification of prokaryotic and 

20 eukaryotic signal peptides and prediction of their cleavage sites" Protein Engineering, Vol. 
10, no. 1, pp. 1-6 (1997), incorporated herein by reference. A maximum S score and a mean 
S score, as described in the Nielson et al reference, was obtained for the polypeptide 
sequences. 

Table 6 correlates nucleotide sequences of the invention to a specific chromosomal 
25 location when assignable. 

Table 8 shows the number of transmembrane regions, their location(s), and TMPred 
score obtained, for each of the SEQ ID NO: 685-1368 that had a TMPred score of 500 or 
greater, using the TMpred program 

(http : // www . ch. embnet. or g/software/TMPRED form .html) . 
30 Table 9 is a correlation table of the novel polynucleotide sequences SEQ ID NO: 1- 

684, their corresponding polypeptide sequences SEQ ID NO: 685-1368, their corresponding 
priority contig nucleotide sequences SEQ ID NO: 1369-1966, their corresponding priority 
contig polypeptide sequences SEQ ID NO: 1967-2564, and the US serial number of the 
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priority application (all of which are herein incorporated in their entirety), in which the 
contig sequence was filed. 
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TABLE 1 



Tissue Origin 


Library/RNA Source 


HYSEQ Library Name 


SEQ ID NOS: 


adult brain 


GIBCO 


AB3 001 


39-40 56 68 93 








154-155 189 205 








215 221 229 245 








289-290 296 298 








305 307 314 324 








346 362 376 384 








438 444 493 499 








502 532 563 612 








624 654 668 


adult brain 


GIBCO 


ABD003 


10 13 15 17-20 27 








29 34 40 47-49 56 








61-63 66 68 75 80- 








82 86 93-94 96 98 








102 106 137 150 








154 156-159 161 








168-169 173-174 








179 188 205 210 








212 215 221 229- 








231 243 245 290 








296 302 305 307 








313-315 319-320 








323 325 331 346 








349 352 359 362 








367 371 376 384 








420-421 428 438 








444 447 461-462 








473-474 487 493 








499 516 519 522- 








523 529 532 541 








550 563 587-588 








601 612 616 624 








627 635 643 652- 








654 660 669 672- 








673 677-678 


adult brain 


Clontech 


ABR0 01 


7 18 22 24 29 47- 








50 56 68 70 75 79 








JL JL ^ — JL JL j JL O ^ JL O JL 








186 205-206 212 








220 230 259-262 








280 282 296 302 








346 361 376 384 








420 465 488-489 








492 518 520 587 








595 620-621 652 








660 682 


adult brain 


Clontech 


ABR0 0 6 


7-8 10 13 16 20-21 








23 27 34 37 40 53 








56 64-65 69-70 73- 








74 79 88-89 92 100 








104-105 147-150 








160-161 170 186 








200 207 212 229- 








230 243 256 259- 








262 266 275-278 








280 282-283 287 








289-290 307 309 








314-315 317-318 








321-322 325 337- 
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TABLE 1 



Tissue Origin 


Library/RNA Source 


HYSEO Library Name 


SEO ID NOS- 








338 349-152 IF^ 








359-160 164 177 








QQ/l /ion ^ >i *?' a a a 








461 466 484 499 








501 503 518 520 








530 532 542-546 








552 556 562-563 








569-571 600 607- 








616 62Q.-621 621- 








625 628-699 641- 








642 653 660 672- 








673 677-67R 6R9 


adult brain 


Clontech 


ABR00 8 


"7 — P in 14 1Q 01 9 "3 








2 5 — 2 P '2n_'2*J n„"jn I 








*± ._> *±o 3 U 3 <sS — 3 3 3 O — 








— ' / ~J _? O O 3 D /DO t 








71— 7£ D(C_ O Q Q9-QA i 








1 04-1 OR IIP 1 "31 _ ! 

-J-Wtx -L L/ 3 J L O _L 3 -L — 




■ 




1 "3A 11Q-14D 144. 1 








1 47-1 AP i en i c o _ 








1 ^4 ' 1 fiO _ 1 f. c, i 7fi 








ifln 1P6 ipq 9n^- 1 

-LOU -LOO _LOj7 Zl/J 








206 20R-212 21R- j 








219 221 299-2in 








912-214 216 242- 








24R 249 9 R Q _ 9 








2 66 9 6R 97(1 971 [ 








2 R 1 - 2 R 9 991 OOP i 








302 1 0 ^ in7-lf)R 








311-116 llfl-194 








"3"34-"2-3q 117-141 I 








14"^ 146 149 IRI 








1S6 l^Q 161-^(^4 1 








167 171 177 "3 P 1 i 

-JO/ J / J. J / / Jul 








184 1R7-1RP IQfl 1 








401-4D4 41 Q 49^_ 

^t\-»J ^tVJ^I UXi? t:^£j»5 I 








49^ 411 4 o q _ a Q <cr 








41R 44(1-441 4 A cr s 








4 SI 462 471-47n; 








4R4 4Q"3 4QP_c;ni 1 








^04-^(16 trflQ R1 2 1 








R14-R99 ct9 q C97 ! 








c n n tr n r\ coo o / ! 

D^y-DoU 532 53 4 








c / ^ cr/tc ccn ceo 

j4J -D4d OOU ODD I 








q^9 — CCA ceo 

3 O ^1 3 O *± 3 O _? 3/0 








583-584 591 597- ' 
















607-610 620-621 








624-625 627-628 








631-632 638-640 








652-653 660 663 








665 670-671 


adult brain 


Clontech 


ABR011 


289 384 537 


adult brain 


BioChain 


ABR012 


26 384 607 


adult brain 


BioChain 


ABR013 


20 79 153 220 289 








384 465 526 


adult brain 


Invitrogen 


ABR014 


48-50 52 106 170 








230 335 384 430 
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TABLE 1 



Tissue Origin 



Library/RNA Source 



HYSEQ Library Name 



SEQ ID NOS: 



adult brain 



Invitrogen 



ABR015 



438 501 530 536 
635 643 



20 46 106 150 153 
216 371 384 401 
461 526 643 



adult brain 



Invitrogen 



ABR016 



adult brain 



Invitrogen 



ABT004 



cultured 
preadipocytes 



Stratagene 



ADP001 



adrenal gland 



Clontech 



ADR0 02 



60 69 153 368 384 
385 507 522 587 
654 



10 16 24 29 43 47 
49 56 60 64 67-69 
73 79 97-98 165 
168-170 179 186 
189 205 230 242- 
247 249 259-263 
289-290 296 298 
305 308-310 314- 
315 319 329-330 
332-333 349 359 
380 384-385 387- 
388 390 428 451 
456-457 475 487- 
490 492-493 499- 
500 512 519-520 
522 529-530 587 
612 620-621 643 
654 663 665 



10 19-20 23 26 36 
68 70 106 116-117 
147-148 165 171- 
172 189 220 246- 
247 256 273 289 
305 316-319 329- 
330 349 351 361 
365 392 394-398 
400 423-424 428 
451 465 487 499 
507 522 529 534 
543 587 643 672- 
673 682 



10 


18 25 


27 


29 47- 


49 


52-53 


56 


64 73- 


75 


83 87 


90 


100 


106 


110 


124 


13 0 


137 


144 


160- 


161 


163 


182 


189 


198 


200 


202- 


203 


208 


2 1 1 


-212 


215 


217 


220 


237- 


241 


249 


251 


259- 


263 


280 


289 


-293 


296 


317- 


319 


329- 


331 


344- 


345 


359 


362 


371 


377 


384 


390 


403- 


404 


423- 


424 


426 


465 


499- 


501 


507 


516 


522 


525 


539 


570 


572- 


573 


585 


600 


-601 


611 


620- 
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TABLE 1 



Tissue Origin 



Library/RNA Source 



HYSEQ Library Name 



SEQ ID NOS: 



621 623-624 635 
643 660 663 672- 
673 675 



adult heart 



GIBCO 



AHR0 01 



5 16 18 24-26 34 
37 39 46 56 64 66 
68 75 77 83 86-89 
92 94-97 101-102 
104-106 110 134 
150 154 158-159 
162 168-170 194- 
196 202-203 212 
215 224-226 229 
269 289 296 302 
306 308-309 314 
320 323-324 331 
336-338 342 346 
356 367 371 377- 
378 384-385 390 
400 402 417-418 
421 428 431 436 
438 447 461-462 
475 479 484-485 
491 498 501 507 
516 518 522-525 
530 532 534 541 
554 564 570 572- 
573 586-587 601 
605 607 610 613- 
614 635 643 652 
662 669 672-673 



adult kidney 



GIBCO 



AKD0 01 



5 10 12-13 16 18 
20 24-26 29 39 43 
52 54 56 62-64 66 
68 71-72 75-76 83 
89-96 98 106-109 
112-114 116-117 
122-126 131 137 
139 155 158-159 
162 170 172-174 
177 183-184 188 
200 202-203 205 
208 215-216 218- 
219 229-230 245 
247 256 268 272 
275-278 289-290 
296 298-299 302 
308-309 314 316 
319-320 323 329- 
330 332-333 336 
350 359-360 364 
367-368 371 377 
384 392-393 400 
402 420 423-424 
428 431 435-436 
438 444 451 461 
473-474 484-486 
492-493 499-500 
504-507 510 516 
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TABLE 1 



± issue vjrigiii 


T il-irsirv/l^lV A Source 


HYSEO Librarv Name 


SEQ ID NOS: 








518-519 521- 


522 








524 526 529- 


530 








532 534 537 


539 








541 567-568 


587- 








588 613 620- 


621 








623 631-632 


635 








643 652 654 


664 








668 672-673 




adult kidney- 


Invitrogen 


AKT0 02 


6 8 10 14-15 


17 20 








24-25 29 33- 


34 40 








46-50 64 67 


75 80- 








82 85 88 93- 


94 106 








116-117 126 


150 








154 157 162- 


164 








168-169 188 


199 








216-219 222 


232- 








234 255-256 


271 








275-278 289 


296 








298 308 312 


317- 








319 332-333 


337- 








338 348 358 


360 








368 370-371 


384 








390 400 421 


430 








435 438 451 


461- 








462 491-493 


499- 








501 507 509 


516 








518 520 522 


524 








530 535-537 


552 








564 567-568 


580 








587 597-599 


607 








631-632 635 


643 








652 662 666 


669 








672-673 675 


677- 








679 




adult lung 


GIBCO 


ALGO 0 1 


13 22 26 63 


66 68 






75 93 106 112-114 








127-130 137 


144 








150 165 177 


230 








256 271 289 


302 








314 323 327 


337 








342-343 368 


371 








384 390 392- 


-393 








421 484 488- 


-489 








504-507 539 


564 








638-639 643 


661 








675 




lymph node 


Clontech 


ALiNUUl 


13 26 33 54 


56 






128-131 135 


150 








166 173-174 


202- 








203 211 215- 


-216 








256 259-262 


289 








320 327 350 


367- 








368 371 465 


507 








509 526 643 


669 


young liver 


GIBCO 


ALV001 


5 10 13 24-25 43- 






44 56 67-68 


71 80- 








82 89 106 110-111 









132-133 137 


154 
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TABLE 1 



Tissue Origin 



adult liver 



adult liver 



adult ovary 



Library/RNA Source 



Invitrogen 



Clontech 



Invitrogen 



HYSEQ Library Name 



ALV0 02 



ALV0 03 



AOV0 01 



SEQ ID NOS: 



168 
184 
221 
296 
371 
487 
507 
635 
666 



170 
205 
229 
302 
390 
490 
525 
641 



179 
218 
275 
320 
428 
498 
530 
643 



183 
219 
278 
367 
438 
502 
538 
651 



5 14 16-17 
25 37 52 64 
80-82 87 90 
98 104-105 
137 140 150 
183 186 188 
218-220 229 
234 249 256 
275-278 289 
295 311-312 
319 332-333 
358-359 364 
371 377 381 
387 392-393 
449 451 465 
489 495-498 
522 538 593 
607 610 631 
643 666 



19 24- 

66 68 

93 97- 
132-133 

170 

215 

232- 

272 

294- 

314 

351 

366 

386- 

428 

487- 

518 

601 
-632 



7 18-19 24 38 46 

180 186 216 220 

222 249 275-278 

371 390 427 465 

495 499 530 538 

623 627 632 666 
679-680 



5 7 


-8 10 


12 




16 


18 


20 25 


-27 


29 


33 


36 


38-40 


47 


-49 


53- 


54 


56 59 


61 


-62 


64 


67- 


68 73 


-76 


79- 


83 


87 


89 92 


-94 


96 


98 


106 


-107 


111 






116 


-118 


121 


128 






134- 


135 


137 




139 


-142 


150 






154 


157- 


161 


171 




177 


179- 


180 


182 




187 


189 


194 


-198 




200 


202- 


203 


205 




206 


211 


218 


-219 




222 


229- 


230 


235 




241 


245 


249 


251 




254 


-256 


259 


-264 




267 


272 


282 


289 




290 


296 


298 


-299 




302 


305- 


306 


308 




311 


-314 


316 


320 




323 


-325 


327 


331 
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TABLE 1 



Tissue Origin 



Library/RNA Source 



HYSEQ Library Name 



SEQ ID NOS: 



333 


336 


342 


346- 


347 


349 


-351 


358 


3 62 


367 


-368 


371 


377 


380 


383 


-384 


390 


392 


-393 


400 


402 


420 


-423 


425 


427 


-428 


435 


-436 


438 


444 


451 


454 


459 


-462 


471 


473- 


474 


484 


487 


-489 


491 


493 


498 


-499 


501 


-502 


504 


-507 


511 


516 


518 


521- 


522 


524 


530 


532 


539 


543 


547 


-550 


555 


-556 


564 


-565 


581 


587 


593 


595 


602 


605 


607 


616 


620 


-621 


623 


-624 


631 


-632 


635 


643 


652 


-654 


660 


667- 


669 


679 


-680 




1-4 


63- 


64 66 143 


145 


-146 


178 


211 


216 


289 


296 


323 


351 


384 


537 


630 


1-4 


7 51 68 


85 98 


151 


-152 


192 


208 


215 


256 


259 


— 2 62 


305 


319 


332 


-333 


384 


428 


499 


533 


602 


627 


654 


666 



adult placenta 



Clontech 



APL0 01 



placenta 



Invitrogen 



APL0 02 



adult spleen 



GIBCO 



ASP001 



7 13-14 17 26 32 
52 54 56 63 75 89 
106 109 112-115 
120 135 137 141- 
142 144 154 157 
173-174 179-180 
186 205 208 216 
220-222 229 252 
256 259-262 272 
279 289 296 298 
302 308 312 319- 
320 337-338 347 
364 367-368 371 
384 400 427 438 
451 459-461 465 
484 487 500 504- 
507 522 525-526 
530 534 555 587 
593 617-618 631- 
633 635 638-639 
643 663 669 675- 
676 679 



adult testis 



GIBCO 



ATS0 01 



5 10 19 29 39 64 
68 93 100 106 116 
117 137 145-146 
150 153 172 175- 
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TABLE 1 



TicciiP (~~\ i*i rr! n 


T .ihrarv/RlV A tStonrcc 


HYSEO Librarv Name 


SEO ID NOS: ! 








n ■-7 /r 
J. / O 




JL o 


JL i? o 








202 


-203 


229 


249 








256 


267 


289 


296 








298 


302 


305 


307- 








308 


314 


316 


323 








331 


356 


359 


362 








364 


371 


384 


402 








426 


438 


451 


485 








500 


507 


518- 


519 








591 


597- 


599 


619- 








621 


643 


654 


662 




.L ii v 1 1. iroy en 


t—)±J±J U W 1 


5 10 26 


51 65 68 








84 


89 93 


131 


175- 








176 


211 


256 


259- 








262 


267 


289 


314 








317 


-318 


332- 


333 








351 


383- 


384 


395- 








398 


423- 


424 


426 








499 


501 


522 


525 








580 


593 


643 


661 








682 








jooiie mairirow 


liohlccil 


RMri nni 

IDL V 1LJ U U -L 


5 7 


30-31 34 


37 4 0 








47- 


49 54 


-56 


62 68 








75- 


80 83 


93 


96 100 








131 


13 6 


147- 


148 








150 


158- 


159 


163 








165 


172 


177 


198 








204 


206 


211 


216 








229 


289 


302 


308 








316 


319- 


320 


324- 








325 


337- 


338 


350 








358 


364 


367- 


368 








371 


400 


422 


428 








438 


452 


454 


461 








478 


484 


487 


491 








/inn 


-502 


507 


509- 








510 


520 


530 


536- 








537 


541 


543 


554 








587 


624 


638- 


639 








643 


651- 


652 


654 








667 


-669 


672- 


673 


JDOiie lual il D W 


ox 1 




7-8 


12 14 17 


20 25 








27- 


28 32 


-33 


37 43 








52 


57 63 


-64 


66-68 








77 


87 100 102 106- 








107 


112- 


114 


116- 








118 


120 


131 


136- 








137 


144 


147- 


148 








150 


-153 


157- 


159 








163 


172 


179 


199 








206 


215- 


216 


222 








256 


259- 


263 


268 








272 


275- 


278 


286 








289 


298 


302- 


303 








305 


308 


317- 


318 








325 


337- 


338 


341 








343 


347- 


348 


368 








371 


390 


400 


427- 



WO 2004/080148 



PCT/US2003/030720 



122 
TABLE 1 



Tissue Origin 



Library/RNA Source 



HYSEQ Library Name 



SEQ ID NOS: 



428 


430 


-431 


434- 


*± O 


4^7 


444 


*± «j J- 


461 


-462 


488- 


489 


491 


-492 


499 


501- 


502 


504 


-507 


509 


511 


516 


520 


525- 


526 


530 


537 


543 


554 


558 


560- 


561 


585 


587 


595 


600 


610 


623 


629 


631- 


633 


635 


63 8- 


640 


643 


667 


-669 


672- 


673 


679 







bone marrow 



Clontech 



BMD004 



507 522 



bone marrow 



Clontech 



BMD0 07 



368 504-506 672 



*Mixture of 16 
tissues - mRNA 



Various Vendors 



CGdOlO 



99 132-133 165 



290 
368 
424 
610 



241 


275 


-278 


298 


306 


336 


380 


402 


423- 


509 


556 


586 



^Mixture of 16 
tissues - mRNA 



Various Vendors 



CGdOll 



33 42 153 1 
178 213-214 
247 467 526 
572-573 675 



68-169 
245 
537 



^Mixture of 16 
tissues - mRNA 



Various Vendors 



CGd012 



5 14 18 


21 


24 31 


33 


35 32 


» 42 


44 46 


51 


53 58 


61 


-62 70- 


72 


75 80 


84 


-85 90 


92- 


93 96 


98 


100- 


103 


127 


131 


144- 


146 


153- 


154 


157 


160 


-161 


163 


165 


168 


-169 


175 


-176 


178 


-179 


183 


185 


189 


193 


200 


218- 


219 


221 


229 


232- 


234 


245 


247 


256 


259 


-262 


275 


-278 


280 


289- 


292 


298 


300 


-301 


308 




317 


-318 


325 


335- 


338 


342 


344 


-347 


349 


352 


355 


-356 


359 


-360 


368 


370- 


375 


380 


384 


-386 


388 


391 


394 


-399 


401 


-402 


405 


-407 


410 


412- 


413 


419 


428 


450- 


451 


464 


467 


-469 


471 


504- 


507 


512 


516 


518 


524 


526 


532 


537 


541 


545 


547 


-549 


554 


556 


563 


-564 


572 


-573 


586 


590- 


591 


600 


602 


605 


623 


-625 


627 


-628 
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TABLE 1 



Tissue Origin 


Library/RNA Source 


HYSEQ Library Name 


SEQ ID NOS: 








652 654 659-660 








664 667 670-671 








676 682 


*Mixture of 16 


Various Vendors 


CGd013 


56 58 61-62 70 131 


tissues - mRNA 






160-161 163-164 








193 247 290 311 








345 348 360 368 








370 394-398 512 








537 556 660 682 


* Mixture of 16 


Various Vendors 


CGd015 


1-5 8 14 17 52 59 


tissues - mRNA 






68 87 215 228 259- 








262 272 275-278 








289 309 371 377 








392-393 400 402 








420 446-447 451 








492 498 504-506 








514 521 537-538 








588 620-621 637 








643 654 672-675 


^Mixture of 16 


Various Vendors 


CGdOlG 


10 14 19 24-28 33 


tissues - mRNA 






57 65 70 76 112- 








114 121 131 151- 








153 163 183 206 








218-219 325 328 








332-333 394-398 








435 440-441 488- 








489 500 510 518- 








520 532 569 590 








641-643 653 662- 








663 668 671-673 








682 


adult colon 


Invitrogen 


CLN0 01 


5 10 14 29 35 47- 








50 56 112-114 135 








175-176 179 220 








230 254 256 289- 








290 308 332-333 








343 368 371 385- 








386 415 427-428 








436 465 498 510 








518 534 572-573 








580 597-599 607 








643 651 661 663 








669 


adult cervix 


BioChain 


CVX0 01 


7 10 14 16 18 20 








23-26 30-31 40 47- 








49 56 62 66 70 73- 








76 83 85 87 89 93- 








94 97 103 106 126 








131 137 141-142 








144 147-148 154 








175 177 179 182 








188-189 197-198 








202-203 206 211 








221 229 245 249 








259-263 267 282 








287 289 296 298 








302 305 308 314 








320 323-325 329- 
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TABLE 1 



Tissue Origin 



Library/RNA Source 



HYSEQ Library Name 









333 


350 


356 


358 








362 


367- 


-368 


371 








377 


382 


384 


390 








400 


438 


451 


454 








459 


-460 


462 


465 








484 


487- 


-490 


492- 








493 


499- 


-502 


507 








516 


522 


524- 


-525 








530 


532 


534- 


-535 








541 


550 


555 


572- 








573 


580 


587 


602 








605 


610 


613- 


-614 








616 


623- 


-624 


626 








628 


643 


652 


661 








663 


-664 


668 


680 








682 








diaphragm 


BioChain 


DIA002 


93 


134 308 402 


endothelial 


Stratagene 


EDT0 01 


7 1 


0 12 


17 19 23 


cells 






29 


34 36 39 


52 54 








56 


63-64 66 


68 75 








80- 


84 86-89 


92-93 








95- 


97 106-1C 


)7 116- 








117 


127 


131 


137 








139 


147- 


-148 


150 








154 


157- 


-159 


168- 








169 


172 


179 


182 








192 


198- 


-199 


202- 








203 


208 


211 


215 








217 


220- 


-221 


230- 








234 


249 


254 


256 








259 


-262 


264 


270 








272 


289- 


-290 


296 








298 


313- 


-314 


316 








320 


323- 


-324 


348- 








350 


364 


367 


371 








376 


-377 


390 


392 








430 


435 


438 


445- 








446 


4 65 


473- 


-475 








484 


487- 


-489 


492 








498 


-499 


502 


504- 








507 


510 


518 


522 








524 


532 


541 


543 








552 


554- 


-555 


587- 








588 


595 


602 


610 








631 


-632 


643 


651- 








654 


662 


668- 


-669 








672 


-673 







SEQ ID NOS: 



fetal brain 



Clontech 



FBR0 01 



8 24 54 56 59 69 
88 229 384 428 
440-441 541 628 
671 



fetal brain 



Clontech 



FBR004 



fetal brain 



Clontech 



FBR0 0 6 



20 53 160-161 170 
293 385 461 530 
605 620-621 654 
660 



7-8 10 15 18-19 
24-26 29 33 46 53 
56 59 62-64 66 68 
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TABLE 1 



Tissue Origin 



Library/RNA Source 



HYSEQ Library Name 



SEQ ID NOS: 



70 


73 79 84 


87 131 


140 


, 147 


-148 


155 


163 


165 


170 


179- 


180 


189 


-190 


208 


211 


218 


-219 


229- 


230 


232 


-234 


236 


245 


249 


259 


-262 


267 


284 


-287 


293 


298 


305 


308 


313- 


314 


316 


-319 


322 


324 


337 


-338 


343- 


346 


350 


-351 


354 


359 


-362 


376 


380- 


381 


384 


387 


-398 


403 


-404 


423 


-424 


428 


431 


435 


438 


440 


-441 


445 


4 4 7 


451 


4 62 


473 


-475 


484 


492 


498 


-501 


504 


-507 


509 


512 


516 


518 


-519 


521- 


522 


529 


-530 


532 


541 


543 


550 


554 


558 


566 


568 


-570 


576 


591 


597 


-599 


603 


605 


607 


-609 


623 


-625 


627 


-632 


640 


643 


652 


-653 


662 


-663 


665 


667 


671 


-673 


675 


682 



fetal brain 



Clontech 



FBRs03 



17 371 



fetal brain 



Invitrogen 



FBT002 



fetal heart 



Invitrogen 



FHR0 01 



7 10 29 43 47-49 
52 60 64-65 67-68 
79 83 86 92 94 131 
139-140 168-169 
180 202-203 205 
218-219 230 242- 
243 259-262 289 
296 298 302 305 
307 319 329-330 
332-333 364 380 
390 392-393 451 
473-474 484 492 
499-500 518 520 
537 553 607 619 
643 654 



8 14-15 20 24-26 
34 37 39 46 53 56- 
57 60 63 70 75 80- 
82 96-98 101 106 
120 127 131 134 
153 161 168-169 
171 180 202-203 
216 229 236 266- 
267 289-290 303 
305 308 314 316 
325 344-345 356 
358-359 363 366 
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TABLE 1 



Tissue Origin 



Library/RNA Source 



HYSEQ Library Name 



SEQ ID NOS: 



371 


384 


392 


-393 


395 


-398 


400 


402 


419 


422 


431 


434 


436 


438 


451 


453 


461 


-462 


478 


484 


500 


504 


-506 


518 


522 


525 


-526 


530 


535 


537 


539 


541 


550 


570 


-573 


586- 


588 


590 


-591 


597 


601 


605 


610 


613- 


614 


626 


630 


-632 


640 


643 


652 


669 


672 


-673 


675 


682 



fetal kidney 



Clontech 



FKD001 



26 62 96 106 115 



150 


153 


217 


-219 


259 


-262 


289 


308 


323 


-324 


350 


371 


428 


435 


507 


522 


537 


643 







fetal kidney 



Clontech 



FKD002 



46 54 64 68 
107-108 126 
158' 
167 
226 
236 



155 
164 
224 
234 
284 
293 



6 4 ~> 



418 

461 

516 

568 

596- 

626 

673 



•285 
298 
350 
431 
484 
518 
572 
599 
628 



■159 
•169 
229 
245 
289 
340- 
370 
436 
499< 
532 
574 
613 
640 



85 

131 

163 

188 

232 

282 

290 

341 

417- 

438 

500 

567- 

589 

624- 

671- 



fetal kidney 



Invitrogen 



FKD007 



227 



fetal lung 



Clontech 



FLG0 01 



25 40 56 75 
112-114 131 
316 428 436 
499 572-573 



93 106 
229 
484 
623 



fetal lung 



Invitrogen 



FLG003 



5 7 10 16 22 
44 47-50 57 
102 106 148 
175-176 189 
256 259-262 
356 359 371 
399-400 423- 
428 430 451 
490 500 504- 
518 529-530 
539 550 556 
621 



25-26 
75 79 
157 
191 
314 
384 
424 
488- 
507 
534 
620- 



fetal lung 



Clontech 



FLG0 04 



305 



fetal liver- 
spleen 



Columbia 
University 



FLS001 



1-5 7-8 10 12 14- 
17 19-20 24-27 29 
54 56-57 62-64 68 
71 75 80-83 85 87 
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TABLE 1 



Tissue Origin 


Library/RNA Source 


HYSEQ Library Name 


SEQ ID NOS: 








97 


99-100 104-107 








109 


-110 


131 


137 








141 


-142 


150 


-153 








155 


168- 


■169 


177- 








180 


183- 


■184 


188 








198 


200 


202 


-203 








205 


208 


212 


215- 








220 


222 


229 


245 








251 


-252 


256 


-262 








264 


267 


271 


-273 








275 


-279 


289 


-290 








296 


298 


302 


306 








308 


314 


316 


-318 








320 


324 - 


•325 


331- 








333 


337- 


338 


349- 








352 


359 


3 64 


366- 








368 


371 


377 


383 








386 


-387 


390 


392- 








393 


400- 


401 


403- 








404 


420- 


421 


423 - 








424 


428 


434 


-435 








438 


440- 


441 


445- 








446 


451 


455 


-457 








459 


-462 


475 


479- 








481 


484 


487 


491- 








492 


498- 


507 


510- 








511 


516 


518 


521- 








524 


526 


530 


533 








536 


-538 


541 


543 








550 


554- 


556 


558 








588 


593 


595 


-598 








601 


-602 


605 


607 








610 


613 


620 


-621 








623 


-624 


629 


634 








641 


-643 


651 


-652 








667 


-668 


671- 


-673 








675 


681 






fetal liver- 


Columbia 


FLS002 


2-5 


7-8 


10 12 14- 


spleen 


University 




17 


19 24 


26 


-27 34 








36 . 


3 8 40 


-42 


44 47- 








49 


52-54 


56- 


-57 62 








64 


56 68 


71 


75-76 








80- 


S3 85 


-86 


88-89 








91- 


93 96 


98- 


-100 








106 


-108 


110 


112- 








113 


115- 


117 


12 8 — 








131 


135 


137 


139- 








142 


150 


153 


157- 








159 


163 


171- 


-174 








179 


183- 


184 


186 








188 


-189 


192 


198 








200 


202- 


203 


206 








208 


212 


216 


218- 








220 


229- 


230 


236- 








2 4 1 


245 


249 


252 








256- 


-262 


275- 


-279 








290 


294- 


295 


298 








302 


305- 


306 


308 
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TABLE 1 



Tissue Origin 



Library/RNA Source 



HYSEQ Library Name 



SEQ ID NOS: 



312 


-314 


316 


-320 


324 


-325 


327 


335 


337 


-338 

J J u 


342 


349- 


350 


357 


-360 

J V w 


366- 


J u u 


376 


-379 


387 


3 90 


4 00 


419 


-42 0 


42 6 

"X *_t w 


428 


434 

w» 


436 

ta/ w» 


43 8 


440 


-441 


444 


45 6 

U J U 


-457 


459 


-462 


4. 7 8 


481 


-4 89 


4 8 6- 

M O tJ 


4 99 

*± ^7 ill 


4 Q8 

"x ^ O 


-4 9 9 


5 01 
\j j_ 




- 3 (JO 


xz n o 


c n Q 

-buy 


516 


518 


521 


-522 


527 


530 


534 


536- 


537 


543 


554 


-555 


564 


581 


587 


-588 


595 


597 


-598 


601 


605 


610 


613 


620- 


621 


623 


-625 


627 


629 


631 


-632 


634 


641 


-643 


651 


-652 


662 


666 


-668 


671- 


673 


675 


683 





fetal liver 
spleen 



Columbia 
University 



FLS003 



2-5 14 18 20 24 26 
44 62 64 68 80-83 
88 93 99-100 106 
137 153 157 163 
183 197 222 229 
236 245 256 275- 
278 289 298 306 
315-318 331 337- 
338 346 350 359 
366 371 419-420 
428 436 438 491- 
492 502 507 518 
521-522 530 538 
543 555-556 593 
623-624 652 667 
672-673 679 



fetal liver 



Invitrogen 



FLV0 01 



5 10 24 46 52 64 
67-68 157 168-169 
180 202-203 211 
216 218-219 222 
237-241 256 259- 
262 272 275-278 
317-318 321 324 
332-333 342 347 
351 371 401 421 
428 434 451 488- 
490 498 593 623 
643 679 



fetal liver 



Clontech 



FLV0 0 2 



10 24 140 153 170 

230 249 256 275- 

278 284-285 325 

358 366 392-393 

500 518 538 576- 

577 613 623 641- 

642 666 
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Tissue Origin 



fetal liver 



Library /RNA Source 



Clontech 



HYSEQ Library Name 



FLV0 04 



SEQ ID NOS: 



5 13-14 18 20 24 
35 46-50 56 63-64 
68 75 100 102 106 
108 116-118 137 
140 144 147-148 
170-172 218-219 
236 256 259-262 
275-278 318 323 
325 329-330 340- 
341 356-357 371 
390 428 431 436 
438 440-441 453 
461-462 498-499 
518 530 537-538 
543 587-588 623 
629 632 638-639 
643 651-652 662 
666 671-673 



fetal muscle 



Invitrogen 



FMS001 



5 16 24 
139 144 
171 175 
202-203 
219 256 
296 298 
349 356 
377 380 
402-404 
518 523 
623 661 



•26 64 93 
168-169 
•176 181 
212 218- 
289-290 
317-318 
364 371 
392-393 
427 444 
564 586 
662 



fetal muscle 



Invitrogen 



FMS002 



6 15-16 21 
37 41 52 57 
96 101-102 
116-118 131 
159 167-169 
180 189 256 
272 289-290 
298 306 308 
325 332-333 
351 353 356 
382 388 400 
411 416 419 
429 431 453 
516 522 525 
532 541 543 
563 565-568 
573 584 586 
613 623 643 
663 



26 29 

75 87 
106 

158- 

171 
-258 

293 

316 

343 

380 

402 

428- 

499 

530 

550 

572- 

603 

662- 



fetal skin 



Invitrogen 



FSK0 01 



5 7-8 10 14-17 



0 



23 25-26 29 36-37 
39 41 46 51 53 68 
70 8 0-82 84 86 90 
92-93 96 111 127- 
130 132-133 141- 
142 147-148 151- 
152 158-161 163- 
165 173-174 202- 
203 205-207 218- 
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Tissue Origin 



Library/RNA Source 



HYSEQ Library Name 



SEQ ID NOS: 



220 


224 


-226 


229- 


230 


245 


254 


256- 


262 


289 


-290 


296 


298 


302 


305 


308- 


309 


315 


-316 


319 


324- 


325 


327 


358- 


359 


364 


369 


371 


388 


392 


-393 


400 


\J — ' 


413 

n _i_ 


41 7- 


_L Cj 


436 


438 


440- 


441 


451 


458 


-465 


467- 


472 


476 


487 


492 


499 


518 


-520 


525 


530- 


532 


547- 


549 


558 


5 64 


571 


580 


583 


591 


607 


610 


617- 


618 


620- 


621 


623 


627 


643 


652 


659- 


663 


671- 


673 


680 


682 







fetal skin 



Invitrogen 



FSK0 02 



fetal spleen 



BioChain 



FSP001 



5 10 16 18 20 23- 
26 36-37 39 41 46 
52-53 56 61-65 68 
70 80-83 87 94 96 
100 130-131 148 
158-159 162-164 
168-169 182 188 
193 201 220 224- 
226 229 235-241 
245 249 254 257- 
262 289-290 293 
298 302 316 318 
325 331-333 335 
340-341 350 359 
361 363-364 371 
390 392-398 400 
403-404 408-409 
411 417-418 422 
428 431 436 440- 
441 451 453.. 462 
464-465 467 471 
476 478 484 499 
502 504-506 512 
516 518 521-522 
530 532 541 543 
547-549 556 564- 
565 568 587 589- 
591 593-594 597- 
598 613-614 616 
624-625 629 631- 
632 637 640 643 
652 662 667 669 
671-673 681-682 



26 87 371 461 667 



•umbilical cord 



BioChain 



FUC0 01 



5 18 20 26 40 47- 
49 70 72 83 86-87 
93 96 106 110-111 
116-117 124 126- 
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TABLE 1 



Tissue Origin 


Library/RNA Source 


HYSEQ Library Name 


SEQ 


ID NOS: 




• 






127 


134 


144 


152- 








153 


155 


157 


-159 








161 


165 


171 


182 








206 


218- 


-219 


224- 








226 


229 


243 


247 








249 


256 


259 


-262 








289 


296 


298 


303 








305- 


-306 


308 


314 








316 


325 


332 


-333 








337- 


-338 


344 


-345 








349 


352 


359 


364 








371 


394- 


-398 


400 








417- 


-421 


427 


431 








436 


438 


453 


473- 








474 


477 


479 


499- 








500 


507 


512 


522 








525 


535 


537 


565 








593 


595 


613 


620- 








621 


623- 


■624 


637 








643 


653- 


•654 


660- 








661 


668- 


•669 


682 


1 fetal brain 


GIBCO 


HFB001 


5 10 18- 


•21 : 


27 34 








38-40 47-49 


52 56- 








60 62 64 


: 66 


-70 72- 








76 80 83 


. 86 


92-93 








134 


139 


141- 


-142 








149- 


150 


155 


170 








172 


179- 


180 


185- 








186 


188 


202- 


-203 








205 


207 


209- 


-212 








216 


229- 


230 


256 








286- 


287 


289 


294- 








296 


298 


314 


319- 








320 


323 


325 


337- 








338 


346 


350 


357 








367 


371 


376 


381 








384 


420 


436 


438 








444 


447 


454 


459- 








462 


475 


484 


487 








492- 


493 


499- 


-500 








507 


518- 


519 


522 








529- 


530 


532 


534 








541 


543 


563 


570- 








571 


580 


597- 


-598 








601 


607 


616 


619- 








621 


623- 


624 


643 








653- 


654 


662 


664 








668 


671- 


673 


675 








677- 


678 


682 




macrophage 


Invitrogen 


HMP001 


18 26 43 


64 


118 








144 


179 


211 


245 








329- 


330 


347 


371 








427 


435 


461 


502 








530 


537 


620- 


-621 








635 


638- 


63 9 




infant brain 


Columbia 


IB2002 


7 14 


16- 


17 21 23 




University 




25-26 29 


40 


47-50 








56-57 59 


-60 


64 67- 
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TABLE 1 



Tissue Origin 



infant brain 



infant brain 



Library/RNA Source 



Columbia 
University 



HYSEQ Library Name 



IB2003 



Columbia 
University 



IBM002 



SEQ ID NOS: 



68 70 73-74 79 83 
88 91-92 94 98 103 
115 127 137 139 
150-152 156 158- 
159 161-163 173- 
174 182 186 188- 
189 197 202-203 
205-215 230 245 
259-262 264 268 
280 285 289 296 
298 305 307-308 
313-316 319 322- 
324 326 334 346- 
347 349-351 359 
363-364 367 371 
376-377 390 420 
431 436 438 444 
447-449 451 453 
461-462 479 487 
492 498-501 504- 
506 516 519 522 
529-530 537 541 
543 545 556 564 
572-573 588 592- 
593 597-598 600 
604-605 607 610 
619 622 624 627- 
628 643 652-654 
660 663 674-675 
682 



7 10 16 19-20 25 
29 35 43 46-50 56- 
57 59-60 64 68 70 
79-82 87 92 106 
139 150 158-159 
162-163 165 173- 
174 181 186 189 
202-203 205 210- 
214 229-230 245 
256 259-263 289- 
290 298 305 307- 
308 314-315 319 
322 328 334 337- 
338 347 349 351 
359 364 371 380 
385 428 436 438 
444 447 449 451 
462 475 484 487 
492-493 498-502 
519 522 529-530 
532 537 540 550 
556 593 602-605 
607 616 622 627 
631-632 643 652- 
654 663 672-673 
682 



47-50 84 151-152 
157 188-189 209 
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TABLE 1 



Tissue Origin 


Library/RNA Source 


HYSEQ JLibrary JN arae 


SEQ ID NOS: 








289 


390 


423- 


424 










453 


628 








infant brain 


Columbia 


IBS001 


10 


16 29 


46- 


50 


56 




University 




58 


67 78 


80- 


82 


156 








163 


186 


259- 


262 










285 


305 


315 


334 










349 


452 


488- 


489 










522 


532 


540 






lung, 


Stratagene 


LFB001 


5 7 


16 19 40 


54 


56 


fibroblast 






61- 


62 68 


83 


93 


106 








116 


121 


137 


172 










191 


198 


205 


223 










256 


289 


325 


329 










349 


371 


400 


438 










484 


501- 


502 


507 










518 


522 


525 


532 










541 


610 


631- 


632 










643 


651 


669 






lung tumor 


Invitrogen 


LGT002 


5-7 


10 15-16 


18 


-19 








26 


29 34 


-36 


38 


40- 








41 


46-50 


52 


56 


59 








64 


68 75 


86 


89 


91- 








96 


103-106 112- 


114 








116 


-117 


120 


128 


- 








130 


135 


141- 


142 










144 


147- 


148 


150 










154 


-155 


157- 


159 










162 


-164 


172- 


174 










179 


-180 


190- 


192 










198 


202- 


203 


208 










215 


220- 


221 


223 










229 


236 


249 


255 


- 








258 


263 


271 


275 


- 








278 


284- 


285 


291 


- 








292 


296 


302 


309 










314 


316 


319 


w' 










327 


331 


342 


349 


- 








351 


353 


358 


364 










368 


-369 


371 


390 










392 


-393 


399- 


400 










420 


-421 


427 


431 










436 


438 


444 


453 


- 








454 


459- 


462 


465 










470 


484 


486 


488 


- 








492 


499- 


500 


502 










507 


511 


518 


522 










525 


-526 


530 


537 










539 


543 


550 


580 










597 


-599 


605 


623 










625 


62 7 


637 


643 










652 


661- 


662 


665 










666 










lymphocytes 


ATCC 


LPC001 


13 


16 18 


20 


27 


43 








47- 


49 54 


62- 


64 


66- 








68 


80 87 


90 


96 


98 








115 


118 


120 












144 


163 


202- 


203 










211 


252 


256 


259 
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TABLE 1 



Tissue Origin 


Library/RNA Source 


HYSEQ Library Name 


SEQ ID NOS: 








2 62 


265 


290 


296 








308 


324- 


325 


347 








350 


358 


371 


377 








384 


400 


420 


428 








436 


462 


467 


470 








483 


-487 


499- 


-502 








504 


-507 


509 


518 








522 


525 


530 


543 








545 


550 


588 


600 








605 


607 


624- 


-625 . 








633 


635 


643 


645 








654 


669 


672- 


-673 








675 








leukocyte 


GIBCO 


LUC0 01 


10 


16 18 


24 


34 38- 








40 


43-44 


47- 


-50 52 








54- 


57 62 


-64 


66 68 








78 


80-82 


86- 


-89 93- 








94 


98 106 109 111- 








120 


131 


134 


137 








139 


144 


150- 


-152 








154 


163 


165 


177 








179 


186 


189 


198 








202 


-203 


208 


211 








218 


-219 


221 


229 








236 


247 


249 


252 








256 


259- 


264 


270 








275 


-278 


289- 


-290 








298 


302 


305 


308 








315 


317- 


318 


323 








325 


328 


337- 


-338 








342 


347 


350 


358 








364 


368 


371 


390 








392 


-393 


421 


427- 








428 


430 


433- 


-435 








437 


-438 


440- 


-441 








444 


451- 


452 


454 








461 


475 


484- 


-487 








491 


493 


498- 


-500 








502 


504- 


507 


509 








518 


-519 


522 


525- 








526 


530 


535 


541 








543 


550 


555 


586- 








588 


597- 


598 


605 








607 


610 


620- 


-621 








624 


627 


631- 


-633 








638 


-639 


643 


652 








654 


668- 


669 


672- 








673 


675- 


676 




leukocyte 


Clontecii 


LUC 0 03 


20 


47-49 


52 


56 100 








112 


-114 


198- 


-199 








314 


337- 


338 


348 








371 


438 


484 


502 








530 


537 


602 


633 








643 








melanoma from- 


Clontech 


MEL004 


14 


25 34 


47- 


-49 56 


cell-line-ATCC- 






64 


66 83 


92 


106 


#CRI»-14 24 






111 


131 


134 


137 








139 


150 


162 


173- 
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TABLE 1 



Tissue Origin 


Library/RNA Source 


HYSEQ Library Name 


SEQ ID NOS: 










174 


189 


192 


210 










229 


249 


259 


-262 










290 


321 


337 


-338 










350 


364 


371 


392- 










393 


438 


440 


-441 










444 


475 


493 


499 










507 


554 


587 


643 










651 


667 


669 


671 


mammary 


gland 


Invitrogen 


MMG0 01 


5 7 


10 


16-17 19 25 










46- 


53 56 64 


68 70 










79- 


82 85-86 


89 92- 










95 


98-100 106 121 










127 


137 


139 


-142 










144 


150 


-152 


158- 










159 


161 


-164 


180 










189 


192 


-193 


198 










202 


-203 


205 


-206 










216 


213 


-220 


230 










245 


249 


252 


259- 










263 


267 


270 


-272 










275 


-278 


289 


-290 










298 


302 


305 


308 










313 


315 


319 


324 










329 


-330 


336 


346 










349 


351 


355 


-356 










359 


364 


368 


370- 










371 


377 


384 


390 










392 


-393 


421 


425 










427 


-428 


436 


444 










451 


455- 


-460 


462 










465 


473- 


-474 


487 










492 


499 


502 


507 










516 


518 


524- 


-526 










529 


-530 


533- 


-534 










539 


543 


583 


590 










592 


602 


605 


613 










623 


627 


631- 


-632 










643 


646 


660 


677- 










678 


682 






induced 


neuron- 


Stratagene 


NTD0 01 


17 : 


20 23 68 


79 89 


cells 








153 


155 


181- 


-182 










212 


218- 


-219 


235 










298 


346 


352 


358 










376 


438 


478 


484 










488 


-489 


492- 


-493 










499 


-501 


541 


570 










619 


627 


643 


662 










672 


-673 






retinoic 


acid- 


Stratagene 


NTR001 


7 23 56 


68 70 131 


induced- 








186 


189 


213- 


-214 


neuronal 


-cells 






290 


293 


342 


461 










499 


504- 


-506 


530 










601 


-602 


607 


682 


neuronal 


cells 


Stratagene 


NTU0 01 


7 29 42 


68 70 84- 










85 . 


92 131 140 147- 










148 


202- 


-203 


259- 










262 


305 


316 


319 










336 


371 


395- 


-398 
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TABLE 1 



Tissue Origin 


Library/RNA Source 


HYSEQ Library Name 


SEQ ID NOS: 








461 


493 


499 


502 








537 


550 


553 


592 








652 


672- 


673 


682 


pituitary gland 


Clontech 


PIT004 


2-4 


47-49 56 68 72 








93 


137-138 


141-142 








150 


154 


158 


-159 








177 


182 


192 


221 








229 


272- 


273 


290 








298 


308 


316 


325 








329 


-331 


342 


346 








356 


360 


436 


459- 








460 


462 


473 


-474 








484 


504- 


507 


524 








532 


534 


541 


543 








564 


623 


631 


-632 








635 


643 


662 




placenta 


Clontech 


PLA0 03 


1-5 


7 12 


26 


37 41 








53 


64 75 


85 


87 96 








106 


-107 


112 


-114 








131 


151- 


152 


157 








223 


236 


256 


-262 








303 


306 


316 


335 








350 


-351 


359 


371 








400 


428 


431 


435 








438 


445- 


446 


462 








499 


502 


516 


520 








530 


5 o 2 


537 


543 








550 


556 


565 


579 








587 


594- 


595 


626 








635 


63 8- 


639 




prostate 


Clontech 


PRT001 


20 


25 56 


173-174 








205 


250 


256 


280 








284 


-285 


299 


302 








309 


320 


323 


-324 








331 


342 


349 


362 








367 


384 


386 


392 








400 


415 


438 


484 








498 


507 


524 


532- 








534 


590 


620 


-621 








623 


631- 


632 


654 








677 


-678 


680 




rectum 


Invitrogen 


REC001 


7 10 20 


47- 


50 52 








85- 


87 89 


109-110 








126 


128- 


130 


157 








163 


170 


173 


-174 








177 


205 


220 


229 








256 


259- 


262 


289 








319 


324 


327 


340- 








341 


347 


364 


368 








371 


377 


415 


-416 








423 


-424 


427 


436 








465 


504- 


506 


581- 








582 


602 


610 


679 


salivary gland 


Clontech 


SAL0 01 


5 10 22 


25 


43 52 








63- 


64 67 


89 


95 97 








99 


137 140 


161 165 








167 


-169 


180 


205 








229 


252 


256 


290 



WO 2004/080148 



PCT7US2003/030720 



137 
TABLE 1 



i issue urigin 




TTYSKO TJhrarv Name 


SEQ ID NOS: 








323 


351 


368 


371 








430 


436 


438 


487 








502 


507 


516 


525 








564 


580 


613 


617- 








618 


631- 


632 




saliva gland 


Clontecn 


SALS 0 3 


20 


skin fibroblast 


ATCC 


SFB0 01 


208 


skin fibroblast 


ATCC 


SFB002 


208 


small intestine 


Clontecn 


SIN001 


5 7 


-8 10 


15 


24 26 








37-. 


38 47 


-49 


51-54 








56- 


57 59 


64 


67-68 








72 


75 88 


93 


96-97 




> 




100 


106 


108 


111 








116 


-117 


1 2 1 


128- 








131 


137 


140 


153 








158 


-159 


177 


189 








191 


202- 


203 


206 








215 


229 


253 


255- 








256 


259- 


262 


264- 








2 65 


272 


280 


296 








300 


-301 


308- 


309 








316 


-318 


325 


327 








332 


-333 


335 


337- 








338 


344- 


345 


347 








352 


359 


368 


371 








386 


390 


392- 


393 








423 


431 


435 


438 








444 


4 62 


479 


484 








492 


507 


509 


522 








525 


-526 


532 


534 








550 


572- 


573 


581 








593 


605 


620- 


621 








623 


628 


632 


643 








650 


652- 


654 


672- 








673 








skeletal muscle 


CI on tech 


SKM001 


5 62 101 


104 


134 








165 


254 


272 


289 








300 


-301 


308 


316 








323 


356 


377 


402 








428 


431 


438 


444 








451 


462 


541 


543 








550 


572- 


573 


586 


skeletal muscle 


Clontecn 


SKM002 


208 


507 






spinal cord 


Clontech 


SPC001 


13 


15 26 


-27 


33-34 






38- 


40 46 


-50 


52-53 








56 


68 80 


-82 


87 89 








92- 


95 131 150 155 








163 


175- 


176 


180 








186 


197 


199 


202- 








203 


205 


2 1 1 


213- 








214 


229 


231 


235 








254 


263 


289 


307 








311 


314- 


316 


323- 








324 


329 


340- 


•342 








348 


-349 


352 


359 








3 64 


371 


384 


400 








438 


451 


484 


493 








500 


507 


509 


511 
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TABLE 1 



Tissue Origin 


Librarv/RNA Source 


HVSFO TJhrarv Name 


SEQ ID NOS: 








516 


522 


525 


530 








532 


537 


562 


-563 








567 


-568 


580 


595 








597 


603 


607 


610 








612 


-613 


616 


620- 








622 


627 


643 


653 








672 


-673 


675 


677- 








678 








adult S"oleen 






7 9 


13 


17 26 37 43 








64 


75 106 112-114 








118 


131 


163 


212 








216 


218 


-219 


256 








259 


-262 


308 










329 


-330 


349 


368 








390 


392 


-393 


422- 








424 


427 


431 


435- 








436 


451 


453 


484 








500 


-501 


509 


525 








530 


532 


535 


-536 








541 


592 


600 


610 








613 


623 


628 


631- 








632 


635 


645 


654 








663 


668 


672- 


-673 








679 








bone mairirow 


nil 1 1 




7 43 162 252 256 








305 


371 


427 


438 








530 


607 


651 


658 


stomach. 


Cl nnh prh 


O X U \J -L 


67 93 95 135 230 








259- 


-262 


284- 


-285 








289 


302- 


-303 


308 








320 


323 


390 


392- 








393 


420 


428 


436 








484 


507 


524^ 


-525 








530 


536 


587 


631- 








632 


637 






thalamus 

- ml* w^f lift 1—4. kW 


f^l on t~ c*ln 


-L ixi-\U U Z 


10 18 24 33 


47-50 








54 58 60 68 


90 92- 








93 98 100 102 160- 








161 


180 


205 


208 








229- 


230 


242 


259- 








2 62 


272 


296 


302- 








305 


325 


331 


342 








359 


384 


386 


390 








425 


511 


532 


543 








572- 


573 


587 


602 








608- 


610 


612 


616 








620- 


621 


631- 


632 








660 








thymus 


Clontech 


THMO 01 


5 12 


39- 


40 43 47- 








50 54 56 


66 


68 70 








79 87-88 


93 


106- 








107 


131 


13 5 


144 








162 


173- 


174 


177 








192 


198 


205 


211 








218- 


219 


229 


256 








281 


289- 


290 


293 








306 


308 


314 


317- 








318 


321 


323 


325 
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TABLE 1 



Tissue Origin 


! Library/RNA Source 


I HYSEO Library Name 


SEQ ID NOS: 








331 

—J *J- 


- 333 


347 


349- 








352 


368 


371 


384 








389 


420 


425 


438 








44 0 


-441 


484 


487 








493 


498 


-499 


502 








509 


530 


532 


541 








554 

—J 


-555 


558 


597- 








599 

~J -s 


610 


613 


616 








62 0 


-621 


624 


643 








671 


-673 


682 




thymus 


| Clontech 


THMC02 


R ft 


10 


12 25 32 34 










39 43 45 


-46 48- 










53 55-56 


61 63 








DO 


67 70 83 


85 87- 








R ft 
D O 


94 106-107 112- 










116 


-118 


120 










135 


140 


-142 








1 AA 


150 


-152 


158- 








IRQ 
ID-? 


.163 


-165 


179 








1 ft O 


208 


229 


232- 










256 


259 


-262 










289- 


-290 


302 








J u o 


316- 


-318 


324- 








J> ^ D 


335 


349 


3 61 








7 "3 ■ 
JO J 


-364 


371 


384 








"3 ft Q 
J o ^ 


392- 


-393 


421- 








yi o a 
424 


437- 


-441 


443 










-446 


451 


459- 








461 


473- 


-474 


498 








500 


504- 


-507 


509 








518 


522 


526 


530 








541 


554 


564 


583 








592 


600 


607 


610 








613 


624- 


-625 


627 








630- 


-632 


634 


637 








643- 


-645 


651 


667 








669 


671- 


•673 


682 


thyroid gland ] 


Clontech I 


THRO 01 


6 14 


:-15 


19 26 29 ! 








32 34 3S 


>-40 


47-52 j 








56 61-63 


66- 


68 72 








75 87 93 


95 


100 








104- 


106 


115 


128- 




* 




131 


137 


141- 


142 








154 


157 


162 


165 








168- 


169 


175 


177 








182 


189 


191- 


193 








202- 


203 


211 


217- 








219 


221 


229 


231- 








234 


249 


254 


256 








282 


289- 


290 


298 








302 


306- 


308 


314- 








316 


323- 


324 


327 








329- 


330 


342 


350 








353- 


358 


368 


371 








377 


380 


383- 


384 








400 


423- 


424 


426 








431 


436- 


438 


440- 








441 


446 


451 


459- 1 
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j 1 issue Origin 


Library/RNA Source 


HYSEQ Library Name 


SEO ID NOS: 








461 


47"=; 




A Q A 








487 


-489 


491 


-492 








499 


-500 


502 


-506 






509 


518 


-519 


521- 








522 


530 


532 


-533 








541 


543 


567 


-568 








586 


588 


597 


-600 








605 


607 


610 


617- 








618 


620 


-621 


624- 








626 


631 


-632 


635 








643 


651 


654 


662 








668 


671- 


-672 


680 


trachea 


Clontech 


IKtU Ul 


7 22 38 


40 56 68 








83 94 229 259-262 








289 


296 


298 


360 








371- 


-375 


438 


484 








499 


511 


521 


541 








571- 


■573 


588 


613 








624 


627 






| uterus 


Clontech 


UTR0 01 


17 3 


16 70 76 


103 








106 


109 


112- 


■114 








131 


150 


157 


179- 








180 


189 


290 


296 








308 


314 


320 


329- 








330 


356 


364 


366 








368 


390 


395- 


398 








415 


438 


447 


507 








509 


519 


525 


529 








532 


564 


62 0- 


621 








631- 


632 


662 


668- 








669 


682 







*The 16 tissue/mRNAs and their vendor sources are as follows: 1) Normal 
adult brain mRNA (Invitrogen) , 2) Normal adult kidney mRNA (Invitrogen) , 
3) Normal fetal brain mRNA (Invitrogen), 4) Normal adult liver mRNA 
(Invitrogen) , 5) Normal fetal kidney mRNA (Invitrogen) , 6) Normal fetal 
liver mRNA (Invitrogen), 7) normal fetal skin mRNA (Invitrogen), 8) human 
adrenal gland mRNA (Clontech) , 9) Human bone marrow mRNA (Clontech) 10) 
Human leukemia lymphoblastic mRNA (Clontech), 11) Human thymus mRNA' 
(Clontech), 12) human lymph node mRNA (Clontech), 13) human so\spinal cord 

Clontech), 14) human thyroid mRNA (Clontech), 15) human esophagus 
mRNA (BioCham) , 16) human conceptional umbilical cord mRNA (BioChain) 
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ID 
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Description 


S 

score 


Percentage 
identity 


685 


gil83150 


Homo sapiens 


chorionic somatomammotropin CS-5 


320 


100 


685 


gil81127 


Homo sapiens 


chorionic somatomammotropin precursor 


275 


96 


685 


gil83153 


Homo sapiens 


chorionic somatomammotropin CS-2 


275 


96 


686 


gil83178 


Homo sapiens 


hGH-V2 


1033 


78 


686 


gil83153 


Homo sapiens 


chorionic somatomammotropin CS-2 


710 


87 


686 


gi3 87024 


Homo sapiens 


placental lactogen hormone precursor 


710 


87 


688 


gil83178 


Homo sapiens 


hGH-V2 


1051 


79 


688 


gil81121 


Homo sapiens 


chorionic somatomammotropin 


788 


95 


688 


gil83151 


Homo sapiens 


chorionic somatomammotropin CS- 1 


788 


95 


689 


gil2653501 

* — ^ 


i — i 

Homo sapiens 


Similar to serine (or cysteine) proteinase 
inhibitor, clade F (alpha-2 antiplasmin, 
pigment epithelium derived factor), 
member 1 


1242 


99 


689 


gil5217079 


Homo sapiens 


pigment epithelium- derived factor 


1242 


99 


689 


gi 189778 


Homo sapiens 


pigment epithelial-differentiating factor 


1242 


99 


690 


gil7128288 


synthetic 
construct 


Primer 1 


1150 


99 


690 


gi20269957 


Sus scrofa 


phospholipase C delta 4 


1033 


88 


690 


gi21307610 


Mus rnusculus 


phospholipase C delta 4 


909 


77 


691 


gi 17864023 


Homo sapiens 


KCCR13L 


3524 


100 


691 


gi21483462 


Drosophila 
melanogaster 


LD44686p 


533 


36 


691 


gi21741717 


Oryza sativa 


oj991113 30.22 


127 


29 


692 


gil7428818 


Ralstonia 
solanacearum 


GALA PROTEIN 3 


117 


32 


692 


gi21536497 


Arabidopsis 
thaliana 


F-box protein family, AtFBL4 


115 


30 


692 


gi!2581504 


Trypanosoma 
brucei 


GUI 


115 


33 


693 


gi437662 


Oryctolagus 
cuniculus 


interleukin-8 receptor subtype B 


194 


61 


693 


gil86378 


Homo sapiens 


interleukin 8 receptor B 


178 


57 


693 


gil 109691 


Homo sapiens 


interleukin-8 receptor type B 


178 


57 


694 


gi3335098 


Homo sapiens 


CD39L2 


2520 


100 


694 


gil 1230487 


Rattus 
norvegicus 


NTPDase6 


2065 


86 


694 


gi5139519 


Mus rnusculus 


nucleoside diphosphatase (ER-UDPase) 


1008 


53 


695 


gi21928620 


Homo sapiens 


seven transmembrane helix receptor 


1858 


100 


695 


gil6566319 


Homo sapiens 


G protein-coupled receptor 


1843 


99 


695 


gi6644328 


Rattus 
norvegicus 


orphan G protein-coupled receptor 
GPR26 


822 


50 


696 


gi71 10216 


Homo sapiens 


C-type lectin-like receptor- 1 


851 


99 


696 


gi7 109731 


Homo sapiens 


C-type lectin-like receptor- 2 


256 


31 


696 


gi20381202 


Mus rnusculus 


Similar to C-type (calcium dependent, 
carbohydrate recognition domain) lectin, 
superfamily member 12 


196 


27 


697 


gi22449809 


Chaoborus 
trivitattus 


cytochrome oxidase I 


50 


44 


697 


gi2351328 


Newcastle 
disease virus 


fusion protein 


59 


44 


697 


gi21311450 


Galleria / 
mellonella 


antifungal peptide gallerimycin 


55 


33 


698 


gil8089247 


Homo sapiens 


Similar to ectonucleoside triphosphate 
diphosphohydrolase 5 


2104 


100 
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698 


gi3335102 


Homo sapiens 


CD39L4 


2104 


100 


698 


gil5076827 


Homo sapiens 


Pcph proto- oncogene protein 


2090 


99 


699 


gi 15 1242 


Pseudomonas 
aeruginosa 


heat shock protein 


79 


38 


699 


gi9950616 


Pseudomonas 
aeruginosa 


GroES protein 


79 


38 


699 


gi2564287 


Pseudomonas 
stutzeri 


HsplO protein 


79 


44 


701 


gi20521055 


Homo sapiens 


Start codon is not identified 


724 


32 


701 


gil7225457 


Homo sapiens 


autism-related protein 1 


676 


32 


701 


gil5 145797 


Sus scrofa 


basic proline-rich protein 


156 


27 


702 


gi208 10589 


Homo sapiens 


similar to arsenite inducible RNA 
associated protein 


833 


99 


702 


gi9651711 


Mus musculus 


arsenite inducible RNA associated protein 


687 


80 


702 


gil7390981 


Homo sapiens 


Similar to RIKEN cDNA 1 1 10060018 
gene 


535 


59 


703 


gi6624130 


Rattus 
norvegicus 


similar to 45 kDa secretory protein ; 


2150 


100 


703 


gil3241652 


Rattus 
norvegicus 


supernatant protein factor 


2040 


93 


703 


gil9548982 


Bos taurus 


tocopherol-associated protein 


1930 


90 


704 


gil 3 177766 


Homo sapiens 


Similar to presenilins associated 
rhomboid-like protein 


1761 


99 


704 


gil5559382 


Homo sapiens 


presenilins associated rhomboid-like 
protein 


1094 


98 


704 


gi7959883 


Homo sapiens 


PRO2207 


671 


82 


705 


gil864091 


Rattus 
norvegicus 


PSD-95/SAP90-associated protein-3 


5005 


95 


705 


gi2454510 


Homo sapiens 


PSD-95/SAP90-associated protein-2 


1338 


55 


705 


gi6979173 


Homo sapiens 


discs, large (Drosophila) homolog- 
associated protein 2 


1011 


45 


706 


gil 1877274 


Homo sapiens 


dJ726C3.2 (novel protein) 


2260 


99 


706 


gi2 16672 10 


Homo sapiens 


bactericidal/penneability-increasing 
protein-like 1 


2260 


99 


706 


gi20387087 


Oncorhynchus 
my kiss 


LBP (LPS binding protein)/BPI 
(bactericidal/permeability-increasing 
protein) like-2 


349 


26 


707 


gi7291716 


Drosophila 
melanogaster 


CG11388-PA 


648 


39 


707 


gil6768190 


Drosophila 
melanogaster 


GH22974p 


647 


39 


707 


gi3954938 


Homo sapiens 


acetylglucosaminyltransferase-like 
protein 


171 


23 


708 


gi 14334082 


Mus musculus 


thymus LIM protein TLP-A 


479 


87 


708 


gi 14334084 


Mus musculus 


thymus LIM protein TLP-B 


397 


79 


708 


gi487284 


Rattus 
norvegicus 


CRP2 (cysteine-rich protein 2) 


367 


75 


710 


gi556299 


Mus musculus 


alpha-2 type IV collagen 


8129 


83 


710 


gi30076 


Homo sapiens 


alpha-2 chain precursor (AA -25 to 1018) 
(3416 is 2nd base in codon) 


5916 


100 


710 


gil5991848 


Homo sapiens 


A type IV collagen 


4239 


51 


711 


gi7861733 


Homo sapiens 


low density lipoprotein receptor related 
protein-deleted in tumor 


2583 
1 


99 


711 


gi8926243 


Mus musculus 


low density lipoprotein receptor related 
protein LRP 1 B/LRP-DIT 


2409 
6 


91 
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711 


gi438007 


Gallus gallus 


alpha-2-macroglobulin receptor 


1419 

7 


63 


712 


gil7298315 


Homo sapiens 


candidate tumor suppressor protein 


848 


100 


712 


gi7861733 


Homo sapiens 


low density lipoprotein receptor related 
protein-deleted in tumor 


848 


100 


712 


gi8926243 


Mus musculus 


low density lipoprotein receptor related 
protein LRP 1 B/LRP-DIT 


731 


83 


713 


gi 16877754 


Homo sapiens 


Similar to RIKEN cDNA 4930434H03 
gene 


574 


56 


713 


gi20071811 


Mus musculus 


Similar to RIKEN cDNA 4930434H03 
gene 


493 


60 


713 


ei 1340 174 


Homo sapiens 


type III procollagen (aa 892-1023) 


97 


40 


714 


gil57409 


Drosophila 
melanogaster 


fat protein 


1802 


31 


714 


gi4887715 


Drosophila 
melanogaster 


adherin 


1500 


36 


714 


gil 107687 


Homo sapiens 


homologue of Drosophila Fat protein 


1514 


30 


715 


gil57409 


Drosophila 
melanogaster 


fat protein 


1808 


31 


715 


gi4887715 


Drosophila 
melanogaster 


adherin 


1500 


36 


715 


gil 107687 


Homo sapiens 


homologue of Drosophila Fat protein 


1514 


30 


716 


gil7865311 


Homo sapiens 


dipeptidyl peptidase-like protein 9 


2562 


99 


716 


gi35 13303 


Homo sapiens 


R26984 1 


2700 


98 


716 


gill095188 


Homo sapiens 


dipeptidyl peptidase 8 


1397 


53 


717 


gi2689444 


Homo sapiens 


ZNF134 


1160 


54 


717 


gi2 13 14977 


Homo sapiens 


Similar to zinc finger protein 17 (HPF3, 
KOX 10) 


1038 


51 


717 


gil3543419 


Homo sapiens 


Similar to zinc finger protein 304 


1000 


51 


718 


gi75 82294 


Homo sapiens 


BM-011 


881 


100 


718 


gil 3937769 


Homo sapiens 


Similar to RIKEN cDNA 1200013F24 
gene 


781 


98 


718 


gi!78997 


Homo sapiens 


arginine-rich nuclear protein 


224 


38 


719 


gil 620870 


Ciona 
intestinalis 


myoplasmin-C 1 


412 


28 


719 


ei74 16980 


Argopecten 
irradians 


myosin heavy chain catch (smooth) 
muscle specific isoform 


279 


23 


719 


gi7416982 


Argopecten 
irradians 


myosin heavy chain cardiac muscle 
specific isoform 1 


279 


23 


720 


gil3872813 


Homo sapiens 


fIbulin-6 


1376 
4 


100 


720 


gil4575679 


Homo sapiens 


hemicentin 


1372 
0 


99 


720 


gi3328186 


Caenorhabditis 
elegans 


hemicentin precursor 


1695 


30 


721 


gi3822553 


Gallus gallus 


nuclear calmodulin-binding protein 


1492 


64 


721 


gi3329496 


Mus musculus 


heterogenous nuclear ribonucleoprotein U 


1501 


45 


721 


gi624918 


Rattus 
norvegicus 


SP120 


1498 


45 


722 


gil 7223 626 


Homo sapiens 


ATP-binding cassette A 10 


7966 


99 


722 


gil 7223 624 


Homo sapiens 


ATP-binding cassette A9 


5160 


61 


722 


gil 7223 622 


Homo sapiens 


ATP-binding cassette A6 


5108 


61 


723 


gil3374079 


Homo sapiens 


TAFII140 protein 


3677 


99 


723 


gil3374178 


Mus musculus 


TAFII 140 protein 


3202 


84 
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723 


ei205686 


Rattus 
norvegicus 


heaw neurofilament subunit 


335 


26 


724 


ei 1742903 8 


Ralstorria 
solanacearum 


PROBABLE ACYL-COA 
DEHYDROGENASE 
OXIDOREDUCTASE PROTEIN 


661 


61 


724 


gi9948609 


Pseudomonas 
aeruginosa 


probable acyl-CoA dehydrogenase 


619 


62 


724 


gil3421911 


Caulobacter 

crescentus 

CB15 


acyl-CoA dehydrogenase family protein 


559 


59 


725 


gi6752658 


Homo sapiens 


epidermal growth factor repeat containing 
protein 


3055 


99 


725 


gi 16040981 


Mus musculus 


POEM 


884 


51 


725 


gi 15430246 


Mus musculus 


nephronectin short isoform 


884 


51 


726 


gi6531661 


Caenorhabditis 
elegans 


L1N-41A 


844 


50 


726 


gi6531663 


Caenorhabditis 
elegans 


LIN-41B 


844 


50 


726 


gi 12407367 


Homo sapiens 


tripartite motif protein TRIM2 


769 


30 


727 


gil504026 


Homo sapiens 


similar to C.elegans protein (Z37093) 


5833 


99 


727 


gi2896796 


Homo sapiens 


D1013901 


5115 


99 


727 


gi2522322 


Homo sapiens 


PTPLl-associated RhoGAP 


1497 


36 


728 


gil3274120 


Homo sapiens 


dJ55C23.5.1 (vanin 3, isoform 1) 


1467 


99 


728 


gi7 160973 


Homo sapiens 


VNN3 protein 


1213 


96 


728 


gi6 102996 


Mus musculus 


Vanin-3 


1018 


79 


729 


gi9581879 


Homo sapiens 


disintegrin metalloproteinase with 
thrombospondin repeats 


5723 


99 


729 


sil9171176 


Homo sapiens 


metalloprotease disintegrin 15 with 

- — M. JL W- JL. " ■ — JL X— Cbr '-— * L-J -•- X » — ' JL JL JL V Jl JL JL JL J- T T A V JL JL 

thrombospondin domains 


1669 


50 


729 


gi 11095299 


Rattus 
norvegicus 


ADAMTS-1 


1772 


40 


730 


gi2 1063967 


Drosophila 
melanogaster 


AT05453p 


396 


32 


730 


gi59 11409 


Drosophila 
melanogaster 


fuzzy 


396 


32 


730 


gi2564657 


Drosophila 
melanogaster 


Fuzzy 


396 


32 


731 


gil5217171 


Homo sapiens 


CD81 partner 3 


2302 


100 


731 


gil5488017 


Homo sapiens 


EWI2 


2302 


100 


731 


gil5593237 


Mus musculus 


immunoglobulin superfamily receptor 
PGRL 


2186 


92 


732 


gil5217171 


Homo sapiens 


CD8 1 partner 3 


3200 


100 


732 


gil5488017 


Homo sapiens 


EWI2 


3200 


100 


732 


gil5593237 


Mus musculus 


immunoglobulin superfamily receptor 
PGRL 


2867 


88 


733 


gil5217171 


Homo sapiens 


CDS 1 partner 3 


1303 


96 


733 


gil5488017 


Homo sapiens 


EWI2 


1303 


96 


733 


gi22266726 


Homo sapiens 


LIR-D1 precursor 


1303 


96 


734 


gi21748480 


Homo sapiens 


FLJ00271 protein 


605 


100 


734 


gi22266726 


Homo sapiens 


LIR-D1 precursor 


514 


79 


734 


gil5217171 


Homo sapiens 


CD8 1 partner 3 


514 


79 


735 


gi2196872 


Homo sapiens 


Lsc homologue 


203 


30 


735 


gil389756 


Mus musculus 


Lsc 


199 


31 


735 


gi 11276027 


Rattus 


LSC 


199 31 
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norvegicus 








736 


gil4336728 


Homo sapiens 


possible integral membrane 


331 


32 


736 


gi 18043242 


Mus musculus 


RIKEN cDNA 24000 10G1 5 gene 


331 


31 


736 


gi8895014 


Hepatitis B 
virus 


HBsAg 


68 


48 


737 


gi20071204 


Mus musculus 


Similar to paraspeckle protein 1 


185 


28 


737 


gil8104577 


Homo sapiens 


paraspeckle protein 1 alpha isoform 


175 


27 


111 


sil3S28666 

Cm M. A. m^T W* M \J \J \J \y 


Homo sapiens 


Similar to splicing factor 
proline/glutamine rich (polyp yrimidine 
tract-binding protein-associated) 


179 


31 


738 


ml 2002000 


Homo sapiens 

_I_ 1V111V UL4f-/l 


My029 protein 


415 


100 


738 


gi348140 


Human T- 
lvmohotroDic 
virus 2 


rex 


68 


39 


738 


s i404041 


Human T- 
lymphotropic 
virus 2 


rex protein 


68 


39 


739 


gi4680090 


Human 

immunodeficien 
cy virus type 1 


envelope glycoprotein 


89 


31 


740 


gi2 1627272 


Drosophila 
melanogaster 


CG12765-PA 


166 


38 


740 


gil9528077 


Drosophila 
melanogaster 


AT24025p 


166 


38 


740 


gil066820 


Murray Valley 

encephalitis 

virus 


nonstructural protein 


66 


28 


741 


gi9916 


Plasmodium 
falciparum 


liver stage antigen 


468 


26 


741 


gil747 


Oryctolagus 
cuniculus 


trichohyalin 


414 


24 


741 


gi295941 


Ovis aries 


trichohyalin 


395 


24 


742 


gi9845485 


Homo sapiens 


protocadherin-9 


6235 


100 


742 


gil5054521 


Homo sapiens 


protocadherin-S 


3390 


58 


742 


gil3161060 


Homo sapiens 


protocadherin 1 1 


3382 


58 


743 


gi5688958 


Homo sapiens 


PMMLP 


2405 


100 


743 


gi21594625 


Mus musculus 


RIKEN cDNA 4931406N15 gene 


2241 




743 


gil6797814 


Drosophila 

IT 

melanogaster 


phosphomannomutase 45A 


1194 


51 


744 


gi2 1734445 


Rattus 
norvegicus 


BMP/Retinoic acid-inducible neurai- 
specific protein-2 


3987 


94 


744 


gi20988899 


Mus musculus 


similar to deleted in bladder cancer 
chromosome region candidate 1 


2952 


70 


744 


gi2 1734447 


Rattus 
norvegicus 


BMP/Retinoic acid-inducible neural- 
specific protein-3 


2951 


70 


745 


gi2739353 


Homo sapiens 


ZNF91L 


2075 


69 


745 


gi 10 17722 


Homo sapiens 


repressor transcriptional factor 


2044 


71 


745 


gi4559318 


Homo sapiens 


BC273239 1 


2031 


67 


746 


gi 10 17722 


Homo sapiens 


repressor transcriptional factor 


2144 


73 


746 


gi2739353 


Homo sapiens 


ZNF91L 


2054 


70 


746 


gil 86774 


Homo sapiens 


zinc finger protein 


2035 


70 


747 


gil9683999 


Homo sapiens 


coated vesicle membrane protein 


1010 


99 


747 


gil212965 


Homo sapiens 


transmembrane protein 


1010 


99 


747 


gil213221 


Rattus 
norvegicus 


transmembrane protein 


1006 


98 
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748 


gi 1199524 


Homo sapiens 


acid phosphatase 


2036 


98 


748 


gi34263 


Homo sapiens 


acid phosphatase precursor protein 


2036 


98 


748 


gil3111975 


Homo sapiens 


acid phosphatase 2, lysosomal 

i— £ 1 i 


2032 


98 


749 


gil5625570 


Homo sapiens 


centaurin beta5 


2970 


83 


749 


gi4688902 


Homo sapiens 


centaurin beta2 


1708 


64 


749 


gi436228 


Homo sapiens 


Start codon is not identified 


1387 


70 


750 


gi 10 197642 


Homo sapiens 

A. 


MDS022 


647 


100 


750 


gil9683046 


Dictyostelium 
discoideum 


HYPOTHETICAL 21.8 KDA PROTEIN. 
3/101 


94 


26 


750 


gi6841554 


Homo sapiens 


HSPC1 66 


93 


24 


751 


gi5630080 


Homo sapiens 


similar to HUB1; similar to BAA24380 
(PID:g2789430) 


696 


48 


751 


gi2789430 


Homo sapiens 

A. 


repressor protein 


702 


39 


751 


gil8614026 


Homo sapiens 

J. 


zinc finger DNA binding protein p71 


1004 


41 


752 


gil2140290 


Homo sapiens 


bA12M19.2.1 (vacuolar protein sorting 
protein 16 (VPS 16)) 


2885 


92 


752 


gil 1345382 


Homo sapiens 


vacuolar protein sorting protein 16 


2885 


92 


752 


gil9343731 


Mus musculus 


vacuolar protein sorting 16 (yeast 
homolog) 


2803 


89 


753 


gi20987877 


Mus musculus 


similar to Nogo receptor 


905 


58 


753 


gi9280025 


Macaca 
fascicularis 


Nogo receptor 


808 


49 


753 


gil5080005 


Homo sapiens 


nogo receptor 


796 


48 


754 


gi 177870 


Homo sapiens 


alpha-2-macroglobulin precursor 


2714 


39 


754 


gi579592 


Homo sapiens 


alpha 2-macroglobulin 690-730 


2708 


39 


754 


gi579594 


Homo sapiens 


alpha 2-macroglobulin 690-740 


2700 


39 


755 


gi4929790 


Homo sapiens 


angiopoietin-related protein 3 


1423 


89 


755 


gil3 159474 


Homo sapiens 


CG006-alt2 


1416 


88 


755 


gi5639997 


Mus musculus 


angiopoietin-related protein 3 


1109 


77 


756 


gi200057 


Mus musculus 


neuronal glycoprotein 


4821 


87 


756 


gi563133 


Rattus 
norvegicus 


BIG-1 protein 


4778 


87 


756 


gil016012 


Rattus 
norvegicus 


neural cell adhesion protein BIG-2 
precursor 


3867 


68 


757 


gi6273399 


Homo sapiens 


melanoma-associated antigen MG50 


344 


33 


757 


gil 5 04040 


Homo sapiens 


similar to D.melanogaster 
peroxidasin(Ul 1052) 


344 


33 


757 


gil4495561 


Homo sapiens 


brain tumor associated protein LRRC4 


324 


27 


758 


gi6273399 


Homo sapiens 


melanoma-associated antigen MG50 


344 


33 


758 


gil 5 04040 


Homo sapiens 


similar to D.melanogaster 
peroxidasin(Ul 1052) 


344 


33 


758 


gil4495561 


Homo sapiens 


brain tumor associated protein LRRC4 


329 


26 


759 


gi5525078 


Rattus 
norvegicus 


seven transmembrane receptor 


5062 


72 


759 


gi2 1929093 


Homo sapiens 


seven transmembrane helix receptor 


1712 


88 


759 


gi4 164023 


Bos taurus 


latrophilin 2 splice variant baaaf 


383 


27 


760 


gil0440398 


Homo sapiens 


FLJ00032 protein 


1261 


57 


760 


gill917507 


Homo sapiens 


HPF1 protein 


1258 


60 


760 


gil3752754 


Homo sapiens 


zinc fmger 1111 


1253 


60 


761 


gi3628757 


Homo sapiens 


FIC1 


1436 


54 


761 


gil3097633 


Homo sapiens 


Similar to ATPase, Class I, type 8B, 
member 1 


1221 


60 


761 


gi20147219 


Arabidopsis 
thaliana 


Atlg59820/F23H11_14 


1637 


41 
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762 


gil 1527987 


Gallus gallus 


immunoglobulin-like receptor CHIR-A 


97 


30 


762 


gi432214 


Human 

immunodeficien 
cy virus type 1 


envelope glycoprotein gpl20 


43 


39 


762 


gil5026993 


Homo sapiens 


MUC5 AC protein 


64 


38 


763 


gil 1558486 


Homo sapiens 


B-cell lymphoma/leukaemia 1 1 A short 
form 


1314 


99 


763 


gi7546791 


Mus musculus 


CTIP1 protein 


1149 


99 


763 


gi7650184 


Mus musculus 


ecotropic viral integration site 9 isoform 
C 


1155 


95 


764 


gi22085890 


Rattus 
norvegicus 


FHA-HIT 


1426 


82 


764 


gi2 1430028 

* 


Drosophila 
melanogaster 


GM01362p 


338 


40 


764 


gi2 1166012 


Dictyostelium 
discoideum 


2410016G21RIK PROTEIN 


279 


26 


765 


gi22085890 


Rattus 
norvegicus 


FHA-HIT 


214 


88 


765 


gi5764101 


Homo sapiens 


polynucleotide kinase-3 -phosphatase 


95 


50 


765 


gi5712131 


Homo sapiens 


DEMI protein 


93 


50 


766 


gi22085890 


Rattus 
norvegicus 


FHA-HIT 


278 


89 


766 


gi5764101 


Homo sapiens 


polynucleotide kinase-3 '-phosphatase 


109 


46 


766 


gi5712131 


Homo sapiens 


DEMI protein 


107 


46 


768 


gil5 186770 


Homo sapiens 


lysyl oxidase-like protein 


1818 


96 


768 


gil4009597 


Homo sapiens 


lysyl oxidase-like 3 protein 


1818 


96 


768 


gil5030096 


Mus musculus 


Similar to lysyl oxidase-like 2 


1715 


92 


769 


gi3954938 


Homo sapiens 


acetylglucosaminyltransferase-like 
protein 


2298 


70 


769 


gi3954978 


Mus musculus 


acetylglucosaminyltransferase-like 
protein 


2298 


70 


769 


gil 0834722 


Homo sapiens 


PP5656 


892 


91 


770 


gi7209723 


Homo sapiens 


WD-repeat like sequence 


2476 


99 


770 


gi82 17485 


Homo sapiens 


dJ1092Al 1.3 (WD repeat domain) 


2473 


99 


770 


gi7209721 


Mus musculus 


DD57 


2243 


88 


771 


gil8676632 


Homo sapiens 


FLJ00215 protein 


1943 


QQ 


771 


gil 8447 198 


Drosophila 
melanogaster 


GH09355p 


140 


19 


771 


gi295671 


Saccharomyces 
cerevisiae 


selected as a weak suppressor of a mutant 
of the subunit AC40 of DNA dependant 
RNA polymerase I and III 


119 




772 


gil0799166 


Homo sapiens 


protein kinase Njmu-Rl 


1915 


99 


772 


gi2 1104460 


Homo sapiens 


OK/SW-CL.19 


549 


100 


772 


gil4290030 


Human 

immunodeficien 
cy virus type 1 


pol protein 


68 


30 


773 


gi4 186023 


Homo sapiens 


CDS2 protein 


2376 


100 


773 


gil 9344052 


Homo sapiens 


similar to PHOSPHATIDATE 
CYTIDYLYLTRANSFERASE 2 (CDP- 
DIGLYCERIDE SYNTHETASE 2) 
(CDP-DIGLYCERIDE 
PYROPHOSPHORYLASE 2) (CDP- 
DIACYLGLYCEROL SYNTHASE 2) 
(CDS 2) (CTP :PHOSPHATIDATE 
CYTIDYLYLTRANSFERASE 2) (CDP- 


2376 


100 
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DAG SYNTHASE 2) (CDP-DG 
SYNTHETASE 2)... 






773 


gil3277972 


Mus musculus 


Similar to CDP-diacylglycerol synthase 
(phosphatidate cytidylyltransferase) 2 


2289 


96 


774 


gil7862928 


Drosophila 
melanogaster 


SD03549p 


125 


35 


774 


gi 18077663 


Mus musculus 


cockayne syndrome group A 


117 


38 


774 


gi 1409 1657 


Mangifera 
indica 


F6N15.8-like protein 


107 


29 


776 


gi 18676664 


Homo sapiens 


FLJ00231 protein 


1473 


99 


776 


gil6303748 


Homo sapiens 


tweety-like protein 2 


1053 


41 


776 


gil6303750 


Mus musculus 


tweety homolog 2 


987 


39 


111 


gi8118032 


Homo sapiens 


orphan G-protein coupled receptor 


939 


98 


111 


gil6877193 


Homo sapiens 


G protein-coupled receptor, family C, 
group 5, member C 


939 


98 


111 


gi9588669 


Homo sapiens 


GPRC5C 


939 


98 


IIS 


gi20380605 


Mus musculus 


RIKEN cDNA 8430424D23 gene 


836 


91 


IIS 


gil6769562 


Drosophila 
melanogaster 


LD38910p 


333 


47 


IIS 


gi7302978 


Drosophila 

XT 

melanogaster 


CG8441-PA 


333 


47 


119 


gil6041781 


Homo sapiens 


Similar to RIKEN cDNA 0710001C05 
gene 


776 


99 


119 


gi21430012 


Drosophila 
melanogaster 


GH27470p 


333 


53 


119 


gi 15074454 


Sinorhizobium 
meliloti 


CONSERVED HYPOTHETICAL 
PROTEIN 


239 


43 


ISO 


gil3959018 


Homo sapiens 


endothelial cell-selective adhesion 
molecule 


902 


100 


ISO 


gil3991773 


Mus musculus 


endothelial cell-selective adhesion 
molecule 


643 


70 


ISO 


gi!814277 


Homo sapiens 


A3 3 antigen precursor 


229 


34 


781 


gi8164184 


Homo sapiens 


22kDa peroxisomal membrane protein- 
like 


1013 


100 


781 


gil5422171 


Homo sapiens 


22 kDa peroxisomal membrane protein 2 


1013 


100 


781 


gi297437 


Rattus 
norvegicus 


peroxisomal membrane protein 


798 


76 


782 


gi7621329 


Streptococcus 
pyogenes 


Sic 1.245 


214 


39 


782 


gi7620883 


Streptococcus 

A. 

pyogenes 


Sicl.23 


215 


39 


782 


gi7620875 


Streptococcus 
pyogenes 


Sicl.19 


215 


39 


783 


gi62877 


Gallus gallus 


type VI collagen alpha-2 subunit 
preprotein 


75 1 1 


41 


783 


gi62882 


Gallus gallus 


type VI collagen subunit alpha2 


751 


41 


783 


gi211616 


Gallus gallus 


type VI collagen, alpha-2 subunit 


747 


45 


784 


gil7945608 


Drosophila 
melanogaster 


RE26969p 


829 


48 


784 


gi3877350 


Caenorhabditis 
elegans 


contains similarity to Pfam domain: 
PF01598 (Sterol desaturase), 
Score=307.6, E-value=4.7e-89, N=l 


572 


38 


784 


gi3877351 


Caenorhabditis 
elegans 


contains similarity to Pfam domain: 
PF01598 (Sterol desaturase), 
Score=303.0, E-value=l.le-87, N=l 


546 


38 
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785 


gi 17066 106 


Homo sapiens 


Novex-3 Titin Isoform 


8832 


99 


785 


gi21238628 


Sparisoma 
viride 


titin-like protein 


519 


62 


785 


gi21238630 


Sparisoma 
aurofrenatum 


titin-like protein 


519 


62 


787 


gi2230840 


Ginkgo biloba 


ndhB 


54 


54 


787 


gi2230828 


Dioon edule 


ndhB 


52 


50 


787 


gi9279991 


Sequoia 
sempervirens 


maturase 


60 


36 


788 


gi 186766 10 


Homo sapiens 


FLJ00204 protein 


204 


27 


788 


gi3002588 


Mus mus cuius 


Plenty ofSH3s; POSH 


206 


25 


788 


gi 1407665 


Mus musculus 


SH3P3 


134 


45 


789 


gil8676610 


Homo sapiens 


FLJ00204 protein 


262 


27 


789 


gi3002588 


Mus musculus 


Plenty of SH3s; POSH 


220 


25 


789 


gi 1407665 


Mus musculus 


SH3P3 


140 


33 


790 


gi 182483 


Homo sapiens 


prefibroblast collagenase inhibitor 


531 


88 


790 


gi490094 


Homo sapiens 


TIMP 


531 


88 


790 


gil89382 


Homo sapiens 


collagenase inhibitor 


531 


88 


791 


gi7110216 


Homo sapiens 


C-type lectin-like receptor- 1 


851 


99 


791 


gi7 109731 


Homo sapiens 


C-type lectin-like receptor- 2 


256 


31 


791 


gil902982 


Bos taurus 


lectin-like oxidized LDL receptor 


303 


31 


792 


gi5802604 


Cavia porcellus 


UDP glucuronosyltransferase UGT2A3 


1783 


73 


792 


gil9387963 


Mus musculus 


RI KEN cDNA 201 0321 J07 gene 


1709 


69 


792 


gi4753766 


Homo sapiens 


UDP glucuronosyltransferase 


1598 


67 


793 


gi3688090 


Homo sapiens 


R32611 2 


786 


91 


793 


gi6841228 


Homo sapiens 


HSPC289 


638 


78 


793 


gi21618688 


Mus musculus 


R1KEN cDNA 5830498C14 gene 


445 


52 


794 


gi9963861 


Homo sapiens 


Cytl9 


1729 


99 


794 


gil5488645 


Mus musculus 


methyltransferase Cytl9 


1555 


76 


794 


gil8150409 


Rattus 
norvegicus 


S-adenosylmethionine: arsenic (III) 
methyltransferase 


1516 


76 


795 


gi 11877243 


Homo sapiens 


SSF1/P2Y11 chimeric protein 


1957 


95 


795 


gi21619996 


Homo sapiens 


peter pan homolog (Drosophila) 


2080 


99 


795 


gil4602631 


Homo sapiens 


peter pan (Drosophila) homolog 


2080 


99 


796 


gi20330550 


Homo sapiens 


NK inhibitory receptor precursor 


799 


98 


796 


gi20380183 


Homo sapiens 


similar to CMRF35 leukocyte 
immunoglobulin-like receptor 


727 


92 


796 


gi20381405 


Homo sapiens 


similar to CMRF35 leukocyte 
immunoglobulin-like receptor; CMRF35 
antigen 


423 


57 


797 


gi20330550 


Homo sapiens 


NK inhibitory receptor precursor 


799 


98 


797 


gi20380183 


Homo sapiens 


similar to CMRF35 leukocyte 
immunoglobulin-like receptor 


727 


92 


797 


gi20381405 


Homo sapiens 


similar to CMRF35 leukocyte 
immunoglobulin-like receptor; CMRF35 
antigen 


423 


57 


798 


gi20330550 


Homo sapiens 


NK inhibitory receptor precursor 


1469 


94 


798 


gi20380183 


Homo sapiens 


similar to CMRF35 leukocyte 
immunoglobulin-like receptor 


690 


84 


798 


gi20330544 


Mus musculus 


polymeric immunoglobulin receptor 3 
precursor 


416 


52 


799 


gil8307481 


Homo sapiens 


phosphoinositide-binding proteins 


2122 


100 


799 


gi3930781 


Homo sapiens 


connector enhancer of KSR-like protein 
CNK1 


346 


34 
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799 


gi4151807 


Rattus 
norvegicus 


membrane-associated guanylate kinase- 
interacting protein 2 Maguin-2 


455 


37 


800 


gil5929988 


Homo sapiens 


Similar to TLH29 protein precursor 


417 


89 


800 


gil 1493982 


Homo sapiens 


TLH29 protein precursor 


274 


72 


800 


gi20147034 


Mus musculus 


interferon stimulated gene 12 


235 


68 


801 


gil5929988 


Homo sapiens 


Similar to TLH29 protein precursor, 
clone MGC:21991 IMAGE:4398045, 
mRNA, complete cds. 


445 


100 


801 


AAW54040 


Homo sapiens 


Human interferon-inducible protein, 
HIFI. 


432 


97 


801 


gil 1493982 


Homo sapiens 


TLH29 protein precursor (TLH29) 
mRNA, complete cds. 


303 


70 


802 


gil 2082725 


Mus musculus 


B cell phosphoinositide 3 -kinase adaptor 


3561 


84 


802 


gil 2082723 


Gallus gallus 


B cell phosphoinositide 3 -kinase adaptor 


2840 


69 


802 


gi20987486 


Homo sapiens 


similar to B cell phosphoinositide 3- 
kinase adaptor 


1830 


97 


803 


gi7959809 


Homo sapiens 


PRO1082 


545 


100 


803 


gi7767407 


Avian 
infectious 
bronchitis virus 


5 a protein 


61 


26 


803 


gil 5073 792 


Sinorhizobium 
meliloti 


PUTATIVE FOSMIDOMYCIN 
RESISTANCE ANTIBIOTIC 
RESISTANCE TRANSMEMBRANE 
PROTEIN 


71 


38 


804 


gil5384843 


Homo sapiens 


NTB-A receptor 


1700 


100 


804 


gil 5384841 


Homo sapiens 


activating NK receptor 


1687 


99 


804 


gi9887089 


Mus musculus 


lymphocyte antigen 108 isoform 1 


637 


44 


805 


gil 7979255 


Arabidopsis 
thaliana 


AT5g49550/K6M13_10 


211 


72 


805 


gil0177621 


Arabidopsis 
thaliana 


phytoene dehydrogenase-like 


195 


75 


805 


gil4023915 


Mesorhizobium 
loti 


phytoene dehydrogenase 


182 


62 


806 


gil 4270364 


Mus musculus 


Epigen protein 


386 


71 


806 


gi755468 


Xenopus laevis 


transmembrane protein 


120 


36 


806 


gi7799191 


Mus musculus 


tomoregulin- 1 


125 


52 


807 


gil4270364 


Mus musculus 


Epigen protein 


386 


71 


807 


gi755468 


Xenopus laevis 


transmembrane protein 


120 


36 


807 


gi7799191 


Mus musculus 


tomoregulin- 1 


125 


52 


808 


gil 4270364 


Mus musculus 


Epigen protein 


386 


71 


808 


gi755468 


Xenopus laevis 


transmembrane protein 


120 


36 


808 


gi7799191 


Mus musculus 


tomoregulin- 1 


125 


52 


809 


gi3068592 


Mus musculus 


punc 


201 


41 


809 


gi22003417 


Danio rerio 


neogenin 


193 


40 


809 


gil 88 1477 


Mus musculus 


neogenin protein 


167 


33 


810 


gil5072404 


Raja erinacea 


organic solute transporter beta 


92 


41 


810 


gil43486 


Bacillus subtilis 


levansucrase 


59 


37 


810 


gi 143484 


Bacillus subtilis 


levansucrase (sacB) 


58 


35 


811 


gil8650588 


Homo sapiens 


retinoic acid early transcript 1 


1124 


99 


811 


gil3 128925 


Homo sapiens 


ULBP2 protein 


1070 


94 


811 


gi21961213 


Homo sapiens 


UL16 binding protein 2 


1070 


94 


812 


gi9280405 


Homo sapiens 


adlican 


1372 


46 


812 


gi3328186 


Caenorhabditis 
elegans 


hemicentin precursor 


475 


29 
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812 


gi 14575679 


Homo sapiens 


hemicentin 


493 


28 


814 


gi9280405 


Homo sapiens 


adlican 


2438 


35 


814 


gi 14575679 


Homo sapiens 


hemicentin 


688 


25 


814 


gi3328186 

<— * 


Caenorhabditis 
elegans 


hemicentin precursor 


586 


26 


815 


gi21619635 


Homo sapiens 


similar to Alu subfamily SQ sequence 
contamination warning entry 


270 


60 


815 


gi66508 10 


Homo sapiens 


PRO 1902 


264 


63 


815 


gi3002527 


Homo sapiens 


neuronal thread protein AD7c-NTP 


247 


62 


816 


gi6707435 


Homo sapiens 


apolipoprotein A5 


1864 


100 


816 


gil2240284 


Mus musculus 


apolipoprotein A5 

IT I I 


1310 


72 


816 


gi6707431 


Rattus 
norvegicus 


apolipoprotein A5 


1293 


72 


817 


gi6707435 


Homo sapiens 


apolipoprotein A5 


1864 


100 


817 


gi 12240284 


Mus musculus 


apolipoprotein A5 


1310 


72 


817 


gi6707431 


Rattus 
norvegicus 


apolipoprotein A5 


1293 


72 


818 


gi 1275 1065 


Homo sapiens 


PNAS-25 


360 


81 


818 


gil208732 


Drosophila 
melanogaster 


ovary2 


276 


33 


818 


gi2 14285 18 


Drosophila 
melanogaster 


LD33046p 


275 


33 


819 


gi5771420 


Homo sapiens 


group IID secretory phospholipase A2 


852 


100 


819 


gi6453793 


Homo sapiens 


phospholipase A2 

ji l i 


846 


99 


819 


gil0862736 


Homo sapiens 


dJ169023.3 (phospholipase A2 group 
IID) 


846 


99 


820 


gi60 15448 


Hylobates lar 


dopamine receptor D4 


79 


35 


820 


gi5059331 


Human 

papillomavirus 
type 83 


major capsid protein 


85 


29 


820 


gil3278034 


Mus musculus 


Similar to selectin, platelet (p-selectin) 
ligand 


83 


35 


821 


gi!2654883 


Homo sapiens 


rTS beta protein 


2112 


96 


821 


gi 1150421 


Homo sapiens 


rTSbeta 


2112 


96 


821 


gil 1094019 


Homo sapiens 


RTS beta 


2106 


96 


822 


gil2803167 


Homo sapiens 


nucleosome assembly protein 1 -like 1 


1728 


99 


822 


gil 89067 


Homo sapiens 


NAP 


1728 


99 


822 


gi220496 


Mus musculus 


nucleosome assembly protein- 1 


1718 


98 


823 


gil 3432042 


Homo sapiens 


inteer in-linked kinase-associated 
serine/threonine phosphatase 2C 


2009 


99 


823 


gi20072498 


Mus musculus 


Similar to protein phosphatase 2C 


1926 


94 


823 


gi3777604 


Rattus 
norvegicus 


protein phosphatase 2C 


1922 


94 


824 


gi7768636 


Xenopus laevis 


Kielin 


242 


36 


824 


gi6979313 


Mus musculus 


cysteine-rich repeat-containing protein 
CRIM1 


183 


30 


824 


gil 1527817 


Homo sapiens 


CRIM1 protein 


178 


30 


825 


gi2 1928259 


Homo sapiens 


seven transmembrane helix receptor 


1023 


100 


825 


gil 8480746 


Mus musculus 


olfactory receptor MOR26 1-10 


864 


84 


825 


gil 8480744 


Mus musculus 


olfactory receptor MOR261-9 


858 


82 


826 


gi2 1928655 


Homo sapiens 


seven transmembrane helix receptor 


1458 


93 


826 


gil8480746 


Mus musculus 


olfactory receptor MOR261-10 


1280 


79 


826 


gil 8480744 


Mus musculus 


olfactory receptor MOR261-9 


1258 


78 


827 


gi6760369 


Mus musculus 


ODZ3 


364 


95 
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827 


gi4760780 


Mus musculus 


Ten-m3 


364 


95 


827 


si5307761 


Danio rerio 


ten-m3 


310 


78 


828 


s;i21205852 

£—3 l a^ X. aW \-r KJ jv 


Homo s aniens 


T-cell activation Rho GTPase activating 
protein; TA-GAP 


3756 


100 


828 


gi21205854 


Homo sapiens 


T-cell activation Rho GTPase activating 
protein splice variant 1 ; TA-GAP 


2850 


100 


828 


gi 16265 93 8 


Homo sapiens 


FKSG15 


2439 


98 


829 


gil0432396 


Homo sapiens 


dJ947L8.1.5 (novel CUB domain protein) 


383 


62 


829 


gil4787176 


Mus musculus 


CSMD1 


373 


61 


829 


ei'14787181 


Homo sapiens 


CUB and sushi multiple domains protein 
1 short form 


369 


60 


830 


gil0432396 


Homo sapiens 

■JL, JL, JL A JL > m JL JL A 


dJ947L8.1.5 (novel CUB domain protein) 


383 


62 


830 


eil4787176 


Mus musculus 


CSMD1 


373 


61 


830 


eil4787181 


Homo sapiens 

^L, JL, ^J* JL A JL ^J* fcj *■ ■bJ' JL JL JL fcJF 


CUB and sushi multiple domains protein 
1 short form 


369 


60 


831 


gi532124 


Dictyostelium 
discoideum 


myosin IC 


525 


41 


831 


gi6472600 


Char a corallina 


unconventional myosin heavy chain 


511 


43 


831 


ei9453839 


Chara corallina 


mvosin 

111 t VUlil 


511 


43 


832 

VJ -J <*W 


ei8953751 


Arabidoosis 

JL JL.JL l^JL ^*XJ" hj? WJL la? 

thaliana 


mvosin heavv chain MY A 2 

JL Jl X T \/k/All XX^^WV T T VllVtlAl IT 1 JL. JL A A^ 


646 


40 


832 


gi6472600 


Chara corallina 


unconventional myosin heavy chain 


646 


39 


832 


gi9453839 


Chara corallina 


myosin 


646 


39 


833 


sil7066528 


Canis familiaris 


immunoslobulin gamma heavv chain C 

11 11111 w+ 1 X ♦ > A T ^/ W»l 1X1 InMl 11X1 IV* 11 V** V X A** XX X ' 


42 


38 


833 


si21 113238 


Xanthomonas 

A Wl X fc* X A V JK JL JL JV JL V_ »■ 

campestris pv. 
campestris str. 
ATCC 33913 


IS 1595 transposase 


50 


43 


833 


gil6413516 


Listeria innocua 


similar to B. subtilis Ylal protein 


56 


37 


834 


gi7248845 


Homo sapiens 


testican- 1 


2429 


99 


834 


gi793845 


Homo sapiens 


testican 


2429 


99 


834 


gi2 1265 163 


Homo sapiens 


sparc/osteonectin, cwcv and kazal-like 
domains proteoglycan (testican) 


2425 


99 


835 


gi 12804465 


Homo sapiens 


prostate cancer overexpressed gene 1 


1632 


59 


835 


gi3462515 


Homo sapiens 


PB39 


1632 


59 


835 


gi!3111981 


Homo sapiens 


Similar to selectively expressed in 
embryonic epithelia protein- 1 


283 


34 


836 


gil2804465 


Homo sapiens 


prostate cancer overexpressed gene 1 


1637 


59 


836 


ei3462515 


Homo sapiens 


PB39 


1637 


59 


836 


sil3111981 

fi^ JL X w JL, JL, JV. _> V_/ JL 


Homo sapiens 


Similar to selectivelv expressed in 
embrvonic epithelia protein- 1 

A JL A *W T A J *p-^ A A A p-™- A V A A A A ™ W AAA A 


283 


34 


837 


gi7689029 


Homo sapiens 


uncharacterized hypothalamus protein 
HBEX2 

JL, iA. ^Lih> JL XJw 


664 


100 


837 


gil7391348 


Homo sapiens 


Similar to brain expressed, X- linked 1 


664 


100 


837 


gi9963771 


Homo sapiens 


ovarian granulosa cell 13.0 lcDa protein 

jT 

hGR74 homolog 


664 


100 


838 


gi45 85574 


Rattus 
norvegicus 


Slitl 


287 


35 


838 


gil73S0582 


Homo sapiens 


SLIT1 isoform B 


279 


35 


838 


gi4049587 


Homo sapiens 


Slit-2 protein 


297 


35 


839 


gil5488920 


Homo sapiens 


Similar to RIKEN cDNA 2010107G23 
gene 


632 


100 


839 


gil9354289 


Mus musculus 


RIKEN cDNA 2010107G23 gene 


570 


92 


839 


gi2267416 


Hepatitis D 


hepatitis delta antigen 


76 


33 



WO 2004/080148 



PCT7US2003/030720 



153 
TABLE 2 A 



SEO 
ID 


Hit ID 


Species 


Description 


S 

score 


Percentage 
identity 






virus 


; 






840 


gi21619776 


Homo sapiens 


Similar to RIKEN cDNA 260001 1E07 
gene 


2491 


100 


840 


gi20988071 


Mus musculus 


Similar to RIKEN cDNA 260001 1E07 
gene 


921 


80 


840 


gil4531291 


Mus musculus 


high mobility group protein isoform I 


87 


34 


841 


gi2 1667649 


Drosophila 
melanogaster 


myosin binding subunit of myosin 
phosphatase 


231 


29 


841 


gi21392168 


Drosophila 
melanogaster 


RE63915p 


231 


29 


841 


gi3929221 


Homo sapiens 


TRFl-interacting ankyr in-related ADP- 
ribose polymerase 


183 


32 


842 


gil2408286 


Homo sapiens 


apolipoprotein L-IV splice variant a 


1742 


100 


842 


gil3374351 


Homo sapiens 


apolipoprotein L4 


1728 


99 


842 


gil2408285 


Homo sapiens 


apolipoprotein L-IV splice variant b 


1683 


98 


843 


gil2408286 


Homo sapiens 


apolipoprotein L-IV splice variant a 


1737 


99 


843 


gil3374351 


Homo sapiens 


apolipoprotein L4 


1723 


99 


843 


gi 12408285 


Homo sapiens 


apolipoprotein L-IV splice variant b 


1678 


98 


844 


gi2 1744725 


Homo sapiens 


glycosyl-phosphatidyl-inositol-MAM 


2296 


100 


844 


gi7529598 


Homo sapiens 


dJ402N21.3 (novel protein with 
Immunoglobulin domains) 


1048 


100 


844 


gi7529599 


Homo sapiens 


dJ402N21.1 (novel protein) 


662 


100 


845 


gi2 1744725 


Homo sapiens 


glycosyl-phosphatidyl~inositol-MAM 


5051 


100 


845 


gi7529598 


Homo sapiens 


dJ402N21.3 (novel protein with 
Immunoglobulin domains) 


1548 


99 


845 


gi7529597 


Homo sapiens 


dJ402N21.2 (novel protein with MAM 
domain) 


1474 


100 


846 


gi4007758 


Schizosaccharo 
myces pombe 


conserved protein; similar to S. cerevisiae 
YPR144C 


633 


34 


846 


gi 1066493 


Saccharomyces 
cerevisiae 


Weak similarity near C-terminus to RNA 
Polymerase beta subunit (Swiss Prot. 
accession number PI 1213) and CCAAT- 
binding transcription factor (PIR 
accession number A3 6368) 


482 


32 


846 


gil8086412 


Arabidopsis 
thaliana 


At2gl7250/T23A1.11 


420 


44 


847 


gi!4701768 


Homo sapiens 


Vam6/Vps39-like protein 


3499 


96 


847 


gil4280050 


Homo sapiens 


Vps39/Vam6~like protein 


3499 


96 


847 


gil8857927 


Mus musculus 


VPS39 long isoform 


3409 


93 


848 


gi38 11347 


Homo sapiens 


cytosolic phospholipase A2 beta 


1209 


44 


848 


gi4886978 


Homo sapiens 


cytosolic phospholipase A2 beta; 
cPLA2beta 


1209 


44 


848 


gi 190004 


Homo sapiens 


phosphatidylcholine 2-acylhydrolase 


512 


35 


849 


gi7291437 


Drosophila 

IT 

melanogaster 


CG4071-PA 


516 


51 


849 


gi 179466 19 


Drosophila 
melanogaster 


RH31535p 


217 


42 


849 


gi21645615 


Drosophila 
melanogaster 


CG4071-PB 


217 


42 


850 


gil3161409 


Mus musculus 


family 4 cytochrome P450 


444 


73 


850 


gi5263306 


Coptotermes 
acinaciformis 


family 4 cytochrome P450 


200 


41 


850 


gi 13 182964 


Mus musculus 


cytochrome P450 CYP4F13 


196 


38 


851 


gi 13447749 


Homo sapiens 


fibroblast growth factor receptor 5 


2475 


98 


851 


gi 10944887 


Homo sapiens 


FGFR-like protein 


2475 


98 
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851 


gil3183618 


Homo sapiens 


FGF homologous factor receptor 


2421 


97 


852 


gi 13447749 


Homo sapiens 


fibroblast growth factor receptor 5 


2701 


99 


852 


gil0944887 


Homo sapiens 


FGFR-like protein 


2701 


99 


852 


gil3183618 


Homo sapiens 


FGF homologous factor receptor 


2647 


98 


853 


gil3183618 


Homo sapiens 


FGF homologous factor receptor 


583 


98 


853 


gi 13447749 


Homo sapiens 


fibroblast growth factor receptor 5 


583 


98 


853 


gi 10944 8 87 


Homo sapiens 


FGFR-like protein 


583 


98 


854 


gi643656 


Rattus 
norvegicus 


synaptotagmin VII 


2035 


95 


854 


gi 12667446 


Rattus 
norvegicus 


synaptotagmin VIIs 


2035 


95 


854 


gi6136786 


Mus musculus 


synaptotagmin VII 


2026 


95 


855 


gil2053709 


Homo sapiens 


a disintegr in-like and metalloprotease 
(reprolysin type) with thrombospondin 
type 1 motif, 12 


8842 


100 


855 


gi5923788 


Homo sapiens 


zinc metalloprotease ADAMTS7 


2489 


58 


855 


gil9171178 


Homo sapiens 


metalloprotease disintegrin 16 with 
thrombospondin type I motif 


1598 


39 


856 


gil5929988 


Homo sapiens 


Similar to TLH29 protein precursor 


155 


86 


856 


gi7649139 


Homo sapiens 


pIFI27-like protein 


83 


44 


856 


gil 1493982 


Homo sapiens 


TLH29 protein precursor 


83 


44 


857 


gil3542874 


Mus musculus 


Similar to CGI-67 protein 


1299 


74 


857 


gi21707079 


Homo sapiens 


similar to RIKEN cDNA 2210412D01 


1278 


75 


857 


gi4929603 


Homo sapiens 


CGI-67 protein 


1087 


81 


858 


gi 13542874 


Mus musculus 


Similar to CGI-67 protein 


1299 


74 


858 


gi2 1707079 


Homo sapiens 


similar to RIKEN cDNA 2210412D01 


1279 


73 


858 


gi4929603 


Homo sapiens 


CGI-67 protein 


1087 


81 


859 


gi21595166 


Mus musculus 


RIKEN cDNA 4933425F03 gene 


1823 


83 


859 


gil 6359267 


Mus musculus 


Similar to RIKEN cDNA 4933425F03 
gene 


1822 


83 


859 


gi21619888 


Homo sapiens 


Similar to RIKEN cDNA 4933425F03 
gene 


1542 


98 


860 


gi2 1595 166 


Mus musculus 


RIKEN cDNA 4933425F03 gene 


2278 


88 


860 


gi 16359267 


Mus musculus 


Similar to RIKEN cDNA 4933425F03 
gene 


2277 


88 


860 


gi21619888 


Homo sapiens 


Similar to RIKEN cDNA 4933425F03 
gene 


1958 


99 


861 


gil 1493463 


Homo sapiens 


PRQ2852 


301 


75 


861 


gil4189960 


Homo sapiens 


PRO0764 


271 


65 


861 


gi2 1104464 


Homo sapiens 


OK/SW-CL.41 


264 


70 


863 


gi21320872 


Mus musculus 


Cog8 


2747 


88 


863 


gil 7862986 


Drosophila 
melanogaster 


SD07339p 


795 


45 


863 


gi5922593 


S chizosaccharo 
myces pombe 

x S- 


pi008 


230 


21 


864 


gi21618851 


Mus musculus 


RIKEN cDNA 2610510L01 gene 


882 


92 


864 


gi20977573 


Danio rerio 


Ul small nuclear ribonucleoprotein C 


75 


32 


864 


gil 5625 74 


Mus musculus 


Ul snRNP-specific protein C 


75 


32 


865 


gil 78623 12 


Drosophila 
melanogaster 


LD21841p 


646 


41 


865 


gi22294210 


Thermosynecho 
coccus 

elongatus BP-1 


WD-40 repeat protein 


123 


27 


865 


gi886024 


Thermomonosp 


PkwA 


124 


25 
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ora curvata 








866 


gi3878846 


Caenorhabditis 
elegans 


R05D7.3 


119 


37 


866 


gil685056 


Xenopus laevis 


Pax6 


87 


24 


866 


gi8132389 


Xenopus laevis 


paired domain transcription factor variant 
A 


81 


23 


867 


gi 12406973 


Homo sapiens 


alanine-glyoxylate aminotransferase 2 


2740 


100 


867 


gi 19441 3 6 


Rattus 
norvegicus 


beta-al anine-pyr u vate aminotransferase 

x *s 


2255 


83 


867 


gil000448 


Rattus 
norvegicus 


Rat kidney AGT2 precursor 


2208 


81 


868 


gil2406973 


Homo sapiens 


alanine-glyoxylate aminotransferase 2 


1870 


98 


868 


gil944136 


Rattus 
norvegicus 


beta-alanine-pyruvate aminotransferase 


1630 


86 


868 


gil000448 


Rattus 
norvegicus 


Rat kidney AGT2 precursor 


1583 


84 


869 


gi4165315 


Sus scrofa 


kallikrein 


468 


42 


869 


gi 190263 


Homo sapiens 


plasma prekallikrein 


467 


38 


869 


gi8809781 


Homo sapiens 


plasma kallikrein precursor 


467 


38 


870 


gil7985046 


Brucella 
melitensis 


GLYCOSYL TRANSFERASE 


137 


28 


870 


gi5478237 


Brucella 

melitensis 


Bme7 


137 


28 


870 


gi20906785 


Methanosarcina 
mazei Goel 


Transposase 


126 


25 


871 


gi4565840 


Cnemidophorus 
tigris 


cytochrome b oxidase 


76 


41 


871 


gil5023030 


Clostridium 
acetobutylicum 


Uncharacterized membrane protein, 
ortholog YYAS B.subtilis 


72 


44 


871 


gi7549241 


Barbatia tenera 


cytochrome oxidase subunit I 


71 


28 


872 


gi8705222 


Homo sapiens 


IL-17B receptor 


1998 


100 


872 


gi9246433 


Homo sapiens 


IL-17 receptor homolog precursor 


1996 


99 


872 


gi9246429 


Mus musculus 


IL-17 receptor homolog precursor 


1504 


75 


873 


gi 18676472 


Homo sapiens 


FLJ00133 protein 


6475 


100 


873 


gil8676498 


Homo sapiens 


FLJ00146 protein 


2352 


100 


873 


gi 16 1467 


Strongylocentro 
tus purpuratus 


fibropellin la 


1246 


38 


874 


gi213198 


Petromyzon 
marinus 


fibrinogen alpha chain 


89 


39 


874 


gi 152923 17 


Drosophila 
melanogaster 


LD46863p 


87 


34 


874 


gi4877921 


Streptococcus 
pyogenes 


serum opacity factor precursor 

x J X 


81 


33 


875 


gil4249936 


Homo sapiens 

IT 


Similar to S-adenosylhomocysteine 
hydrolase-like 1 


2582 


97 


875 


gil7390493 


Mus musculus 


S-adenosylhomocysteine hydrolase-like 1 


2429 


92 


875 


gi2852125 


Homo sapiens 


S-adenosyl homocysteine hydrolase 
homolog 


2429 


92 


876 


gil4279990 


Homo sapiens 


ubiquitin UBF-fl 


458 


100 


876 


gi6706799 


Homo sapiens 


dJ447F3 .2. 1 (ubiquitin-conjugating 
enzyme E2 H10 (isoform 1)) 


214 


74 


876 


gil4043322 


Homo sapiens 


ubiquitin carrier protein E2-C 


214 


74 


877 


gi20086516 


Homo sapiens 


prominin-related protein 


4241 


99 


877 


gi20086520 


Mus musculus 


prominin-related protein 


3157 


73 
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877 


gil9909067 


Rattus 
norvegicus 


testosterone-regulated prominin-related 
protein 


2920 


69 


878 


gil3159480 


Homo sapiens 

ST 


Translation may initiate at the ATG 
codon at nucleotides 40-42 or the ATG at 
nucleotides 43-45 


2104 


100 


878 


gi2 1483 846 


Sus scrofa 


fibrinogen-like protein 2 


406 


36 


878 


gi9229906 


Ciona 
intestinalis 


fibrinogen-like protein 


408 


36 


879 


gil3159480 


Homo sapiens 


Translation may initiate at the ATG 
codon at nucleotides 40-42 or the ATG at 
nucleotides 43-45 


2100 


99 


879 


gi21483846 


Sus scrofa 


fibrinogen-like protein 2 


406 


36 


879 


gi9229906 


Ciona 
intestinalis 


fibrinogen-like protein 


408 


36 


880 


gil3159480 


Homo sapiens 


Translation may initiate at the ATG 
codon at nucleotides 40-42 or the ATG at 
nucleotides 43-45 


2100 


99 


880 


gi21483846 


Sus scrofa 


fibrinogen-like protein 2 


406 


36 


880 


gi9229906 


Ciona 
intestinalis 


fibrinogen-like protein 


408 


36 


881 


gil 1493483 


Homo sapiens 


PRO2550 


322 


66 


881 


gi7770139 


Homo sapiens 


PRO 1722 


318 


69 


881 


gil 872200 


Homo sapiens 


alternatively spliced product using exon 
13A 


304 


72 


882 


gil0175777 


Bacillus 
halodurans 


protease specific for phage lambda ell 
repressor 


67 


34 


882 


gil5558903 


Xenopus laevis 


Tob 


64 


51 


882 


gi21998835 


Rattus 
norvegicus 


monocarboxylate transporter 8 


67 


33 


883 


gil8073362 


Homo sapiens 


cystine/glutamate transporter 


2552 


100 


883 


gil 1493652 


Homo sapiens 


calcium channel blocker resistance 
protein CCBR1 


2552 


100 


883 


gil 3924720 


Homo sapiens 


cystine/glutamate transporter xCT 


2552 


100 


884 


gi507213 


Homo sapiens 


serine kinase 


1797 


97 


884 


gil4252988 


Homo sapiens 


SRPKla protein kinase 


1797 


97 


884 


gi3 135975 


Homo sapiens 


dJ422Hl 1.1.1 (Serine Kinase) (isoform 1) 


1796 


98 


885 


gi9837288 


Homo sapiens 


C-type lectin 


271 


54 


885 


gi6651065 


Homo sapiens 


lectin-like NK cell receptor LLT1 


271 


54 


885 


gil8044358 


Homo sapiens 


Similar to lectin-like NK cell receptor 


270 


57 


886 


gi22 164066 


Homo sapiens 


neuroblastoma-amplified protein 


7571 


99 


886 


gi5833317 


Oryzias latipes 


mixed lineage leukemia-like protein 


89 


23 


886 


gi7108717 


Nicotiana 
tabacum 


MAR-binding protein MFP1 homolog 


89 


31 


887 


gi22 164066 


Homo sapiens 


neuroblastoma-amplified protein 


6897 


98 


887 


gi5833317 


Oryzias latipes 


mixed lineage leukemia-like protein 


89 


23 


888 


gil7430957 


Ralstonia 
solanacearum 


HYPOTHETICAL TRANSMEMBRANE 
PROTEIN 


453 


40 


888 


gil 342 1965 


Caulobacter 

crescentus 

CB15 


M20/M25/M40 family peptidase 


377 


38 


888 


gi2330791 


Schizosaccharo 
myces pombe 


carboxypeptidase s precursor 


352 


33 


889 


gill558029 


Homo sapiens 


organic cation transporter 


1860 


99 


889 


gil8088251 


Homo sapiens 


Similar to hBOIT for potent brain type 
organic ion transporter 


1206 


97 
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889 


gi9663117 


Homo sapiens 


organic cation transporter 


1852 


99 


890 


gi344112 


synthetic 
construct 


chloramphenicol acetyltransferase and 
carboxy terminal fusion protein 


57 


28 


890 


gi412284 


synthetic 
construct 


carboxy terminal fusion protein 


57 


28 


890 


gil3 122523 


Barbus 

brachycephalus 


ATP synthase 8 


56 


28 


891 


gil3375149 


Homo sapiens 


dJl 1 1 8M15.2 (Novel protein) 


538 


98 


891 


gi7259265 


Mus musculus 


contains transmembrane (TM) region 


269 


48 


891 


gil806278 


Rattus 
norvegicus 


glycoprotein 56 


143 


35 


892 


gil6589003 


Homo sapiens 


bromodomain-containing 4 


6353 


99 


892 


gi9931486 


Mus musculus 


cell proliferation related protein CAP 


5635 


90 


892 


gil8308125 


Mus musculus 


bromodomain-containing protein BRD4 
long variant 


5633 


90 


893 


gi 15420828 


Homo sapiens 


NOE3-1 


2504 


99 


893 


gi 193 8 6926 


Rattus 
norvegicus 


optimedin form B 


2484 


98 


893 


gil9386930 


Mus musculus 


optimedin form B 


2484 


98 


894 


gil0336599 


Xenopus laevis 


follistatin-related protein 


234 


32 


894 


gi349006 


Mus musculus 


TGF-beta-inducible protein 


225 


29 


894 


gi20810033 


Mus musculus 


follistatin-like 


223 


29 


895 


gi5002565 


Takifugu 
rubripes 


cysteine conjugate beta-lyase 


1244 


55 


895 


gi758591 


Homo sapiens 


glutamine— phenylpyruvate 
aminotr ansfer as e 


1201 


51 


895 


gi 15425868 


Aedes aegypti 


kynurenine aminotransferase 


1188 


55 


896 


gi20522012 


Homo sapiens 


similar to an actin bundling protein, 
dematn. 


1312 


57 


896 


gi2337952 


Homo sapiens 


actin-binding double-zinc-finger protein 


1312 


57 


896 


gi21666433 


Mus musculus 


actin-binding LIM protein 1 medium 
isoform 


1305 


57 


898 


gi6716518 


Mus musculus 


doublecortin-like kinase 


821 


52 


898 


gi2 161 9202 


Homo sapiens 


Similar to doublecortin and CaM kinase- 
like 1 


810 


51 


898 


gi20152113 


Drosophila 
melanogaster 


RE56868p 


778 


45 


899 


gi9280108 


Macaca 
fascicularis 


membrane-associated prostaglandin E 
synthase-2 


1907 


97 


899 


gi9757960 


Arabidopsis 
thaliana 


contains similarity to glutathione-S- 
transferase/glutaredoxin~gene id:MJC20. 
26 


396 


50 


899 


gi 17944528 


Drosophila 
melanogaster 


RH17614p 


566 


42 


900 


gi4894854 


Homo sapiens 


complement Clq A chain precursor 


1308 


99 


900 


gi20988805 


Homo sapiens 


complement component 1, q 
subcomponent, alpha polypeptide 


1308 


99 


900 


gil2805247 


Mus musculus 


complement component 1, q 
subcomponent, alpha polypeptide 


945 


70 


901 


gil0176989 


Arabidopsis 
thaliana 


contains similarity to hedgehog- 
interacting protein~gene_id:MYH 19.17 


86 


34 


901 


gi456384 


Blastocrithidia 
culicis 


apocytochrome B 


41 


50 


902 


gi2565046 


Homo sapiens 


CAGF28 


3775 


97 


902 


gi2 170745 8 


Homo sapiens 


PAX transcription activation domain 


2709 


87 
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interacting protein 1 like 






902 


gi4336734 


Mus musculus 


Pax transcription activation domain 
interacting protein PTIP 


2473 


80 


903 


gi4336734 


Mus musculus 


Pax transcription activation domain 
interacting protein PTIP 


531 


93 


903 


gil4164561 


Xenopus laevis 


Swift 


467 


79 


903 


gil2382298 


Human 
herpesvirus 8 


OrfKlO 


48 


34 


904 


gil9353375 


Mus musculus 


RIKEN cDNA 1110031102 gene 


745 


78 


904 


gi 15 929776 


Homo sapiens 


growth suppressor 1 


137 


41 


904 


ei5805194 


Rattus 
norvegicus 


leprecan 


137 


41 


905 


gi2443352 


Mus musculus 


platelet glycoprotein lb beta 


150 


45 


905 


gi21355064 


Homo sapiens 


platelet glycoprotein lb beta chain 


146 


43 


905 


gi306792 


Homo sapiens 


platelet glycoprotein lb beta chain 
precursor 


146 


43 


906 


eil3991166 


Homo sapiens 


sialic acid-binding immunoglobulin-like 
lectin-like short splice variant 


1174 


100 


906 


gil3991167 


Homo sapiens 


sialic acid-binding immunoglobulin-like 
lectin-like long splice variant 


1174 


100 


906 


gil4625822 


Homo sapiens 

Mr 


Siglec-Ll 


1174 


100 


907 


gi21708018 


Mus musculus 


RIKEN cDNA 2700029E10 gene 


626 


66 


907 


gi7547035 


Homo sapiens 


SGC32445 protein 


474 


63 


907 


gi2 1626575 


Drosophila 
melanogaster 


CG30193-PA 


457 


55 


908 


gi6273399 


Homo sapiens 


melanoma- associated antigen MG50 


2748 


60 


908 


sil504040 


Homo sapiens 


similar to D.melanogaster 
peroxidasin(Ul 1 052) 


2748 


60 


908 


gi531385 


Drosophila 
melanogaster 


peroxidasin precursor 


1721 


42 


909 


gi6273399 


Homo sapiens 


melanoma-associated antigen MG50 


2748 


60 


909 


gi 15 04040 


Homo sapiens 


similar to D.melanogaster 
peroxidasin(Ul 1052) 


2748 


60 


909 


gi531385 


Drosophila 
melanogaster 


peroxidasin precursor 


1721 


42 


910 


gi6273399 


Homo sapiens 

* 


melanoma-associated antigen MG50 


2799 


59 


910 


gi 15 04040 


Homo sapiens 


similar to D.melanogaster 
peroxidasin(Ul 1052) 


2799 


59 


910 


gi531385 


Drosophila 
melanogaster 


peroxidasin precursor 


1708 


41 


911 


gil 8 182323 


Mus musculus 


crumbs-like protein 1 precursor 


777 


31 


911 


gi60 14482 


Homo sapiens 


CRB1 


754 


30 


911 


gil8175289 


Homo sapiens 


CRB1 isoform I precursor 


754 


30 


912 


gi6650802 


Homo sapiens 


PRQ1848 


205 


56 


912 


gi2 1104464 


Homo sapiens 


OK/SW-CL.41 


188 


61 


912 


gil 1493463 


Homo sapiens 


PRG2852 


175 


54 


913 


gi6S08611 


Homo sapiens 


88-kDa Golgi protein 


3237 


99 


913 


gi6969980 


Homo sapiens 


golgin 67 


2345 


98 


913 


gi72 11438 


Homo sapiens 


golgin-67 


2330 


98 


914 


gi307377 


Homo sapiens 


cAMP-dependent protein kinase Rl-beta 
regulatory subunit 


1957 


99 


914 


gi200365 


Mus musculus 


cAMP-dependent protein kinase 
regulatory subunit 


1886 


94 


914 


gil5030299 


Mus musculus 


Similar to protein kinase, cAMP 


1881 


94 
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dependent regulatory, type I beta 






915 


ei20306468 


Mus musculus 


Similar to RIKEN cDNA 2610025P08 
gene 


382 


41 


915 


gi7161798 


Homo sapiens 


dJ470B24. 1 . 1 (mveloid/lvmphoid or 
mixed-lineage leukemia (trithorax 
(Drosophila) homolog); translocated to, 4 
(AF-6) (isoform 1)) 


130 


32 


915 


gi7161797 

Cm* 


Homo sapiens 


dJ470B24.1.2 (myeloid/lymphoid or 
mixed-lineage leukemia (trithorax 
(Drosophila) homolog); translocated to, 4 
(AF-6) (isoform 2)) 


130 


32 


916 


gi 1845577 


Mus musculus 


arachidonate 12(S)-lipoxygenase 


2633 


77 


916 


gi3645913 


Mus musculus 


1 2(S)-lipoxygenase 


2633 


77 


916 


gil5489302 


Mus musculus 


Similar to arachidonate 15 -lipoxygenase 


2631 


77 


917 


gi 15489302 


Mus musculus 


Similar to arachidonate 1 5-lipoxygenase 


751 


78 


917 


gil845577 


Mus musculus 


arachidonate 12(S)-lipoxygenase 


748 


78 


917 


gill01886 


Mus musculus 


arachidonate lipoxygenase 


748 


78 


918 


gil5489302 


Mus musculus 


Similar to arachidonate 1 5-lipoxygenase 


1266 


75 


918 


gil 845577 


Mus musculus 


arachidonate 12(S)-lipoxygenase 


1263 


75 


918 


gill01886 


Mus musculus 


arachidonate lipoxygenase 


1263 


75 


919 


gil3661964 


Leishmania 
major 


L344.3 


108 


21 


919 


gi!7135639 


Nostoc sp. PCC 
7120 


WD-repeat protein 


95 


21 


919 


gil 1139242 


Homo sapiens 


meiotic recombination protein REC14 


93 


25 


920 


gi 17862298 


Drosophila 
melanogaster 


LD21662p 


627 


42 


920 


gi2425 1 1 1 


Dictyostelium 
discoideum 


ZipA 


122 


28 


920 


gi641958 


Homo sapiens 


non-muscle myosin B 


118 


24 


921 


gi8 132683 


Homo sapiens 


cytokine-like protein C17 


241 


64 


921 


gi 1275 1073 


Homo sapiens 


PNAS-3 1 


74 


92 


921 


gill323101 


Saint Croix 
river virus 


VP4 


79 


32 


922 


giS 132683 


Homo sapiens 


cytokine-like protein C17 


241 


64 


922 


gi 1275 1073 


Homo sapiens 


PNAS-3 1 


74 


92 


922 


gill323101 


Saint Croix 
river virus 


VP4 


79 


32 


923 


gi8132683 


Homo sapiens 


cytokine-like protein C17 


384 


73 


923 


gil 275 1073 


Homo sapiens 


PNAS-3 1 


74 


92 


923 


gi216168 


Bacteriophage 
SPP1 


promoter 3 protein 


56 


37 


924 


gi8132683 


Homo sapiens 


cytokine-like protein C17 


263 


98 


924 


gil 143067 


Canis familiaris 


alpha-L-fucosidase 


69 


59 


924 


g i309444 


Mus musculus 


MRK 


58 


65 


925 


gi8 132683 


Homo sapiens 


cytokine-like protein C17 


591 


100 


925 


gi3406819 


Mus musculus 


growth factor receptor 


64 


60 


925 


gi 12724591 


Lactococcus 
lactis subsp. 
lactis 


UNKNOWN PROTEIN 


41 


37 


926 


gil 7975 777 


Homo sapiens 


vesicular inhibitory amino acid 
transporter 


2741 


99 


926 


gil3396317 


Homo sapiens 


bA 1220 1.1 (A novel protein (ortholog of 
the mouse vesicular inhibitory amino acid 
transporter, VIAAT)) 


2741 


99 



WO 2004/080148 



PCT7US2003/030720 



160 
TABLE 2 A 



SEQ 
ID 


Hit ID 


Species 


Description 


S 

score 


Percentage 
identity 


926 


gi25 87061 


Rattus 
norvegicus 


vesicular GABA transporter 


2694 


98 


927 


gi3097285 


Rattus 
norvegicus 


ZOG 


670 


39 


927 


gi802014 


Rattus 
norvegicus 


preadipocyte factor 1 


665 


39 


927 


gil3365691 


Mus musculus 


dlk (Delta like) 


649 


39 


928 


gi6624073 


Homo sapiens 


similar to hepatitis delta antigen 
interacting protein A ; similar to 
AAB05928.1 (PID:gl488314) 


1757 


93 


928 


gil488314 


Homo sapiens 


hepatitis delta antigen interacting protein 
A 


274 


45 


928 


gil6768374 


Drosophila 
melanogaster 


GM03282p 


359 


37 


929 


gi4337106 


Homo sapiens 


BAT4 


864 


98 


929 


gil4250638 


Homo sapiens 


Similar to DNA segment, Chr 17, human 
D6S54E 


864 


98 


929 


gi3941733 


Mus musculus 


BAT4 


581 


71 


930 


gi9759107 


Arabidopsis 
thaliana 


phosphate/phosphoenolpyruvate 
translocator protein-like 


289 


30 


930 


gi2 1536504 


Arabidopsis 
thaliana 


phosphate/phosphoenolpyruvate 
translocator-like protein 


245 


27 


930 


gi8778643 


Arabidopsis 
thaliana 


F5Q 11.25 


235 


29 


931 


gi5852981 


Homo sapiens 


cardiotrophin-like cytokine CLC 


1204 


99 


931 


gi6007641 


Homo sapiens 


neurotrophin-l/B-cell stimulating factor-3 


1204 


99 


931 


gil5277895 


Homo sapiens 


Similar to cardiotrophin-like cytokine; 
neurotrophin-l/B-cell stimulating factor-3 


1204 


99 


932 


gi22003732 


Homo sapiens 


MTLC 


853 


99 


932 


gi 18490933 


Homo sapiens 


Similar to RIKEN cDNA 1 1 10020B04 
gene 


846 


98 


932 


gi20453974 


Mus musculus 


MT-MC1 


718 


82 


933 


gi9958075 


Arabidopsis 
thaliana 


Putative methionine aminopeptidase 


739 


53 


933 


gi 11320956 


Arabidopsis 
thaliana 


methionine aminopeptidase-like protein 


739 


53 


933 


gi21553973 


Arabidopsis 
thaliana 


methionyl aminopeptidase-like protein 


717 


52 


934 


gi4 104963 


Rattus 
norvegicus 


neurexophilin 4 


1493 


90 


934 


gil336013 


Mus musculus 


neurexophilin 2 


327 


65 


934 


gi4105164 


Homo sapiens 


neurexophilin 2 


323 


65 


935 


gil5025812 


Clostridium 
acetobutylicum 


Methyl-accepting chemotaxis protein 
with HAMP domain 


65 


38 


935 


gil7224936 


Trypanosoma 
brucei 


corset-associated protein 15 


63 


31 


935 


gi 15 025 892 


Clostridium 
acetobutylicum 


Ribosome-associated protein Y (PSrp-1) 


48 


38 


936 


gil 6 197625 


Arabidopsis 
thaliana 


anaphase promoting complex subunit 1 1 


64 


32 


936 


gi 10834682 


Homo sapiens 


PP3958 


74 


46 


937 


gil9387136 


Homo sapiens 


PYRIN-containing APAFl-like protein 5 


874 


99 


937 


gi202806 


Rattus 
norvegicus 


vasopressin receptor 


561 


68 


937 


gi21410402 


Mus musculus 


expressed sequence AI5 04961 


532 


67 



WO 2004/080148 



PCT7US2003/030720 



161 
TABLE 2 A 



SEO 
ID 


Hit ID 


Snecies 


Description 


s 

score 


Percentage 
identity 


938 


sill321325 


Homo sapiens 

JL, JL V/l -1 1 \— ' u V-*- k#l 1 1 


Lin-7b 


1030 


100 


938 


gi20381193 


Homo sapiens 


Lin-7b protein; likely ortholog of mouse 
LIN-7B; mammalian LIN-7 protein 2 


1030 


100 


938 

\J 


ei3885828 


Rattus 
norvesicus 


lin-7-A 


1019 

JL V_/ 1. ^ 


98 


939 


sil4349125 


Homo sapiens 


alpha2- slue os vltransf erase 


738 


96 


939 


gi35 13451 


Rattus 
norvesicus 


potassium channel regulator 1 


718 


93 


939 


si21711799 


Drosophila 
melanogaster 


RH44301p 


142 


32 


940 


gil2803183 


Homo sapiens 


polypyrimidine tract binding protein 
(heterogeneous nuclear ribonucleoprotein 
I) 


1527 


91 


940 


gi32354 


Homo sapiens 


nuclear ribonucleoprotein 


1527 


91 


940 


gi35772 


Homo sapiens 


polypirimidine tract binding protein 


1527 


91 


941 


gi6752658 


Homo sapiens 


epidermal growth factor repeat containing 
protein 


3046 


99 


941 


gil6040981 


Mus musculus 


POEM 


884 


51 


941 


gi 1543 0246 


Mus musculus 


nephronectin short isoform 


884 


51 


942 


gi6752658 


Homo sapiens 


epidermal growth factor repeat containing 
protein 


3036 


98 


942 


gi 16040981 


Mus musculus 


POEM 


884 


51 


942 


gi 1543 0246 


Mus musculus 


nephronectin short isoform 


884 


51 


943 


gi 17980969 


Homo sapiens 


sel4-3r protein 


5146 


99 


943 


gi 11385648 


Homo sapiens 


CTCL tumor antigen sel4-3 


3867 


99 


943 


gi7960216 


Homo sapiens 


RACK-like protein PRKCBP1 


3124 


99 


944 


gil7980969 


Homo sapiens 


sel4-3r protein 


3140 


99 


944 


gi 13 677201 


Homo sapiens 


dJ5 69 M23. 1.2 (protein kinase C binding 
protein 1, isoform 2) 


2771 


100 


944 


sil3677198 


Homo sapiens 


dJ569M23.1.3 (protein kinase C bindins 
protein 1, isoform 3 (DKFZp564P1772)) 


2638 


96 


945 


sil7980969 


Homo sapiens 


sel4-3r protein 


3550 


84 


945 


gi 13 677201 


Homo sapiens 


dJ569M23.1.2 (protein kinase C binding 
protein 1, isoform 2) 


2771 


100 


945 


gi!3677198 


Homo sapiens 


dJ569M23.1 .3 (protein kinase C binding 
protein 1, isoform 3 (DKFZp564P1772)) 


2638 


96 


946 


gil7980969 


Homo sapiens 


sel4-3r protein 


3550 


84 


946 


gil3677198 


Homo sapiens 


dJ569M23.1.3 (protein kinase C binding 
protein 1, isoform 3 (DKFZp564P1772)) 


2380 


90 


946 


si 13 677201 


Homo s aniens 


dJ569M23 1 2 Corotein kinase C bindins 
protein 1, isoform 2) 


2377 


90 


947 


gi 140432 11 


Homo sapiens 


Similar to RIKEN cDNA 4931428F04 

gene 


2410 


98 


947 


si22204070 


Macaea mulatta 

J.1 1 '.iUtlvti lllLilM-LLd- 


m fitabotr nni c aliitamate recentnr 1 


91 


42 

™aW 


947 


si 170454 


esculentum 


rpll wall hvdrox vtirolinp-Tifh 
glycoprotein 


70 


39 


948 


gi 14972753 


Streptococcus 

pneumoniae 

TIGR4 


alcohol dehydrogenase, zinc-containing 


51 


33 


948 


gi20152351 


Avian 
infectious 
bronchitis virus 


spike glycoprotein S 1 subunit 


68 


34 


948 


gi9658106 


Vibrio cholerae 


polyhydroxyalkanoic acid synthase 


67 


26 


949 


gil9387136 


Homo sapiens 


PYRIN-containing APAFl-like protein 5 


1738 


99 


949 


gi202806 


Rattus 


vasopressin receptor 


1037 


64 



WO 2004/080148 



PCT7US2003/030720 



162 
TABLE 2 A 



SEQ 
ID 


Hit ID 


Species 


Description 


S 

score 


Percentage 
identity 






norvegicus 








949 


gi21410402 


Mus musculus 


expressed sequence AI5 04961 


988 


63 


950 


gi3978472 


Rattus 
norvegicus 


potassium channel subunit 


5393 


88 


950 


gi20338417 


Gall us gallus 


potassium channel subunit 


4792 


88 


950 


gi7303760 


Drosoptiila 
melanogaster 


CG12904-PA 


981 


62 


951 


gil8147612 


Homo sapiens 


metalloprotease disintegrin 


3535 


99 


951 


gi21908028 


Homo sapiens 


a disintegrin and metalloprotease domain 
33 


3535 


99 


951 


gil3157560 

^^fc A- -M- tar A. t ta^ 


Homo sapiens 


dJ964F7.1 (hovel disintegrin and 
reprolysin metalloproteinase family 
protein) 


3078 


99 


952 


gi 18606367 


Mus musculus 


RIKEN cDNA 4930570C03 gene 


715 


92 


952 


gi9971130 


Schizosaccharo 
myces pombe 


human downs syndrome critical region- 
like 


72 


31 


952 


gi5708224 


Rhodoblastus 
acidophilus 


LH2alpha5 


60 


31 


953 


gil5420879 


Mus musculus 


ankyrin repeat-containing SOCS box 
protein 10 


2053 


82 


953 


gi 18092200 


Homo sapiens 


ASB-10 


1909 


98 


953 


gi 1803 1949 


Mus musculus 


SOCS box protein ASB-18 


816 


45 


954 


gi491284 


synthetic 
construct 


IFN-pseudo-omega 2 


799 


98 


954 


gi386800 


Homo sapiens 


interferon-alpha 


330 


72 


954 


gi490110 


Homo sapiens 


interferon- omega 1 


330 


72 


955 


gi9844580 


Homo sapiens 


dJ1153D9.4 (novel protein) 


623 


84 


955 


gi9844579 


Homo sapiens 


dJ1153D9.3 (novel protein) 


450 


97 


955 


gil5928971 


Homo sapiens 


Similar to neuronal thread protein 


430 


90 


956 


gil2804321 


Homo sapiens 


peroxisomal short-chain alcohol 
dehydrogenase 


685 


100 


956 


gil9113668 


Homo sapiens 


NADP- dependent retinol dehydrogenase 
short isoform 


878 


100 


956 


gil 1559412 


Homo sapiens 

ST 


NADPH-dependent retinol 
dehydrogenase/reductase 


587 


100 


957 


gil2718818 


Mus musculus 


sulfhydryl oxidase 


496 


49 


957 


gil2718820 


Rattus 
norvegicus 


sulfhydryl oxidase 


489 


47 


957 


gil2483919 


Rattus 
norvegicus 


FAD-dependent sulfhydryl oxidase-2 


489 


47 


958 


gil2958660 


Homo sapiens 


acid phosphatase 


2252 


100 


958 


gil2958663 


Homo sapiens 


acid phosphatase variant 3 


1285 


99 


958 


gi52871 


Mus musculus 


lysosomal acid phosphatase 


837 


45 


959 


gi28966 


Homo sapiens 


alpha 1 -antitrypsin 


1703 


100 


959 


gi6855601 


Homo sapiens 


PRO0684 


1703 


100 


959 


gil 1493443 


Homo sapiens 


PRO2209 


1703 


100 


960 


gi28966 


Homo sapiens 


alpha 1 -antitrypsin 


1080 


100 


960 


gil 1493443 


Homo sapiens 


PRO2209 


1080 


100 


960 


gil 77829 


Homo sapiens 


alpha- 1 -antitrypsin 


1080 


100 


961 


gi28966 


Homo sapiens 


alpha 1 -antitrypsin 


1239 


100 


961 


gil 1493443 


Homo sapiens 


PRO2209 


1239 


100 


961 


gil 77829 


Homo sapiens 


alpha- 1 -antitrypsin 


1239 


100 


962 


gi28966 


Homo sapiens 


alpha 1 -antitrypsin 


1574 


93 


962 


gil I493443 


Homo sapiens 


PRO2209 


1574 


93 
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962 


gil77S29 


Homo saoiens 

A A Will w Vllw 


alpha- 1 -antitrvosin 


1^74 


93 


963 


gi6706993 


Streptomyces 

coelicolor 

A3(2) 


methyltransferase 


83 


26 


963 


gi7303904 


Drosophila 
melanogaster 


CG13954-PA 


85 


53 


964 


gi2632092 


Pongo 
pygmaeus 


fertilin alpha protein 


4128 


92 

AW 


964 


gi794073 


Macaca 
fascicularis 


fertilin alpha-I 


3136 


74 


964 


gil841702 


Macaca 
fascicularis 


fertilin alpha-I isoform 


3136 


74 


965 


gi4 107229 


Homo sapiens 


lipophilin A 


454 


100 


965 


gi4 107231 


Homo sapiens 


lipophilin B 


267 


60 


965 


gil7887359 


Oryctolagus 
cuniculus 


lipophilin AL2 


248 


54 


966 


gi3335100 


Homo sapiens 


CD39L3 


2816 


100 


966 


gil3817037 


Homo sapiens 


E-type ATPase 


2812 


99 


966 


gi20988653 


Homo sapiens 


Similar to ectonucleoside triphosphate 
diphosphohydrolase 3 


2413 


99 


967 


gi6942096 


Mus musculus 


CBLN3 


936 


93 


967 


gi 180251 


Homo sapiens 


precerebellin 


549 


57 


967 


gi5702371 


Mus musculus 


precerebellin-1 


542 


56 


968 


gil7390957 


Mus musculus 


Similar to RIKEN cDNA 201 0001 El 1 
gene 


129 


32 


968 


gil6410838 


Listeria 

monocytogenes 


similar to multidrug- efflux transporter 


95 


27 


968 


gi49 14624 


Listeria 

monocytogenes 


multidrug resistance transporter 


95 


27 


969 


gil7390957 


Mus musculus 


Similar to RIKEN cDNA 20 10001 El 1 
gene 


191 


26 


969 


gi2828808 


Bacillus subtilis 


glucose transporter 


100 


23 


969 


gi 14023 148 


Mesorhizobium 
loti 


probable fosmidomvcin resistance protein 


112 


A— ■> 


970 


gil3161123 


Homo sapiens 


transcript Y 10 


151 


54 


970 


gi4545317 


Acipenser 
ruthenus 


immunoglobulin light chain precursor 


160 


25 


970 


gi9937599 


Salmo trutta 


MHC class I heavy chain 


160 


31 


971 


gi4160197 


Homo sapiens 


dJ327J16.2 (supported by GENSCAN 
and GENE WISE) 


2515 


99 


971 


gi2253263 


Rattus 
norvegicus 


neuronal pentraxin receptor 


2238 


89 


971 


gi 12744624 


Mus musculus 


neuronal pentraxin receptor 


2212 


88 


972 


gi4760782 


Mus musculus 


Ten-m4 


4188 


96 


972 


gi3170615 


Mus musculus 


DOC4 


4166 


96 


972 


gi5307785 


Danio rerio 


ten-m4 


3537 


78 


973 


gil4714932 


Homo sapiens 


Similar to nuclear factor (erythroid- 
derived 2)-like 1 


3770 


100 


973 


gi473090 


Mus musculus 


NFE2-related factor 1 


3644 


96 


973 


gi3978250 


Mus musculus 


Nrf 1 splice variant D 


3280 


96 


974 


gi7716100 


Rattus 
norvegicus 


selective LIM binding factor 


8413 


95 


974 


gil7044301 


Leishmania 
major 


possible LIM-binding factor 


2139 


36 


974 


gi 10440379 


Homo sapiens 


FLJ00025 protein 


135 


25 
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975 


gi20799661 


Mus musculus 


mucolipin-2 


1593 


72 


975 


gi20987535 


Mus musculus 


RIKEN cDNA 3300002C04 gene 


1590 


71 


975 


gil9072756 


Mus musculus 


mucolipin-3 


1136 


51 


976 


gi20799661 


Mus musculus 


mucolipin-2 


2394 


83 


976 


gi20987535 


Mus musculus 


RIKEN cDNA 3300002C04 gene 


2391 


82 


976 


gi 19072754 


Homo sapiens 


mucolipin-3 


1674 


59 


977 


gi403020 


Mus musculus 


En-2/lacZ fusion protein 


988 


96 


977 


gil4193747 


Mus musculus 


zinc finger 142 


258 


24 


977 


gi!5 10147 


Homo sapiens 


similar to Human zinc finger 
protein(ZNF142) 


223 


20 


978 


gil0581238 


Halobacterium 
sp. NRC-1 

A. 


Vngl783h 


54 


46 


978 


gi 19699294 


Arabidopsis 
thaliana 


AT3g48750/T21J18 20 


73 


30 


979 


gi7959724 


Homo sapiens 


PRO0929 


63 


30 


979 


gi 13540242 


Anopheles 
stephensi 


NADH dehydrogenase subunit 5 


62 


31 


979 


gi20904847 


Methanosarcina 
mazei Go el 


8-oxoguanine DNA glycosylase 


64 


40 


980 


gi5281519 


Homo sapiens 


HTRA serine protease 


2164 


100 


980 


gil513059 


Homo sapiens 


serin protease with IGF-binding motif 


2164 


100 


980 


gil621244 


Homo sapiens 


novel serine protease, PRSS11 


2164 


100 


981 


gi7008025 


Callithrix 
jacchus 


prochymosin 


832 


68 


981 


gi 1985 1892 


Bos taurus 


chymosin precursor 


515 


77 


981 


gil62860 


Bos taurus 


preprochymosin b 


752 


62 


982 


gil8461371 


Rattus 
norvegicus 


sulfatase FP 


276 


68 


982 


gi21961489 


Mus musculus 


Similar to sulfatase FP 


276 


68 


982 


gil5430244 


Coturnix 
coturnix 


N-acetylglucosamine-6-sulfatase 


263 


68 


983 


gi3043872 


Lactococcus 
lactis 


transmembrane protein Tmp3 


69 


32 


983 


gil7428881 


Ralstonia 
solanacearum 


CONSERVED HYPOTHETICAL 
PROTEIN 


62 


34 


983 


gi433707 


Zea mays 


prolin rich protein 


63 


48 


984 


gi60 13463 


Bothrops 
jararaca 


carboxypeptidase homolog 


826 


46 


984 


gi9558448 


Mus musculus 


carboxypeptidase R 


812 


45 


984 


gi74 16967 


Mus musculus 


thrombin-activatable fibrinolysis inhibitor 


812 


45 


985 


gi60 13463 


Bothrops 
jararaca 


carboxypeptidase homolog 


826 


46 


985 


gi9558448 


Mus musculus 


carboxypeptidase R 


812 


45 


985 


gi74 16967 


Mus musculus 


thrombin-activatable fibrinolysis inhibitor 


812 


45 


986 


gil 1545707 


Homo sapiens 


ISCU2 


845 


100 


986 


gi20381021 


Mus musculus 


RIKEN cDNA 23 10020H20 gene 


807 


96 


986 


gil 1545705 


Homo sapiens 


ISCU1 


663 


99 


987 


gi 123 14022 


Homo sapiens 


dJ553F4.4 (Novel protein similar to 
Drosophila CG8055 protein) 


881 


89 


987 


gi22417143 


Homo sapiens 


CGI-301 protein 


853 


100 


987 


gil 3 182765 


Homo sapiens 


CDA04 


560 


60 


988 


gi52959 


Mus musculus 


precursor polypeptide (A A -26 to 108) 


146 


34 


988 


gil98922 


Mus musculus 


lymphocyte differentiation antigen 


145 


34 


988 


gil98926 


Mus musculus 


Ly-6A.2 alloantigen 


145 


34 
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990 


gil5990480 


Homo sapiens 


Similar to AE-binding protein 2 


1570 


100 


990 


gi4 106464 


Mus musculus 


AE-1 binding protein AEBP2 


1555 


98 


990 


gi21595036 


Mus musculus 


AE binding protein 2 


1555 


98 


991 


gi23903 


Homo sapiens 


63kDa protein kinase 


2897 


99 


991 


gi204058 


Rattus 
norvegicus 


extracellular signal-related kinase 3 


1499 


62 


991 


gil6306437 


Homo sapiens 


ERK-3 


1492 


62 


992 


gi 170 16967 


Homo sapiens 


NUANCE 


3403 


90 


992 


gil7861384 


Homo sapiens 


nesprin-2 gamma 


3403 


90 


992 


gi2 1748548 


Homo sapiens 


FLJ00347 protein 


3403 


90 


993 


gi20070711 


Homo sapiens 


similar to RIKEN cDNA 2310044D20 


997 


100 


993 


gil8204756 


Mus musculus 


Similar to RIKEN cDNA 2310044D20 
gene 


626 


68 


993 


gi7304139 


Drosophila 
melanogaster 


CG12159-PA 


111 


28 


994 


gi 14278927 


Mus musculus 


gliacolin 


866 


68 


994 


gil0566471 


Mus musculus 


Gliacolin 


866 


68 


994 


gi3747099 


Mus musculus 


Clq-related factor 


734 


67 


995 


gi20987689 


Homo sapiens 


Similar to allantoicase 


1838 


99 


995 


gil4718648 


Homo sapiens 


allantoicase 


1633 


99 


995 


gi9255889 


Mus musculus 


allantoicase 


1476 


77 


997 


gi2522208 


Homo sapiens 


Ras-GRF2 


6407 


99 


997 


gi5882290 


Homo sapiens 


Ras guanine nucleotide exchange factor 2 


6401 


99 


997 


gi57665 


Rattus rattus 


P140 RAS-GRF 


4121 


65 


998 


gi22038159 


Homo sapiens 


ziziminl 


8544 


100 


998 


gi 14597976 


Homo sapiens 


human CLASP-4 


3533 


56 


998 


gi550420 


Rattus 
norvegicus 


trg 


2842 


87 


999 


gil7861850 


Drosophila 
melanogaster 


GM03763p 

IT 


334 


70 


999 


gi 17862036 


Drosophila 
melanogaster 


LD05823p 


265 


47 


999 


gil0178624 


Mus musculus 


SETA binding protein 1; SB1 


215 


45 


1000 


gi21594273 


Homo sapiens 


SAC2 suppressor of actin mutations 2- 
like (yeast) 


3626 


100 


1000 


gi 1404 1697 


Homo sapiens 


dJ1033B10.5.1 (SAC2 (suppressor of 
actin mutations 2. yeast, homologVlike 
(ARE1), isoform 1) 


3587 


99 


1000 


gi3850063 


Rattus 
norvegicus 


ARE1 


3576 


98 


1001 


gil438534 


Rattus 
norvegicus 


rA9 


4002 


61 


1001 


gil438532 


Rattus 
norvegicus 


rAl 


430 


36 


1001 


gi9438033 


Homo sapiens 


ser/arg-rich pre-mRNA splicing factor 
SR-A1 


407 


35 


1002 


gil438534 


Rattus 
norvegicus 


rA9 


4002 


61 


1002 


gi9438033 


Homo sapiens 


ser/arg-rich pre-mRNA splicing factor 
SR-A1 


407 


35 


1002 


gi 10440402 


Homo sapiens 


FLJ00034 protein 


407 


35 


1003 


gil675220 


Cricetulus 
griseus 


SREBP cleavage activating protein 


6200 


92 


1003 


gi20378357 


Drosophila 


ER-golgi escort protein 


810 


39 
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melanogaster 


.. 






1003 


gil0728147 


Drosophila 

It 

melanogaster 


CG8356-PA 


810 


39 


1004 


gil2652851 


Homo sapiens 


potassium channel modulatory factor 


1987 


100 


1004 


gi4838557 


Mus musculus 


DEBT-9 1 


1453 


96 


1004 


gil6768790 


Drosophila 
melanogaster 


LD03515p 


876 


63 


1005 


gi7270532 


Arabidopsis 
thaliana 


DNA-directed RNA polymerase (EC 

ST J V 

2.7.7.6) II largest chain 


173 


29 


1005 


gi 16505 


Arabidopsis 
thaliana 


RNA polymerase II 


173 


29 


1005 


gi 16494 


Arabidopsis 
thaliana 


DNA-directed RNA polymerase 


173 


29 


1006 


gill875318 


Mus musculus 


synaptotagmin XIII 


2004 


89 


1006 


gi21410154 


Mus musculus 


synaptotagmin 13 


2004 


89 


1006 


gill 119239 


Rattus 
norvegicus 


synaptotagmin 13 


2000 


89 


1007 


gi3 800881 


Homo sapiens 


RanBP7/importin 7 


5447 


100 


1007 


gil 1342591 


Mus musculus 


RanBP7/importin 7 


5418 


99 


1007 


gil 1544639 


Homo sapiens 


importin7 


5307 


100 


1008 


gi5578958 


Homo sapiens 


dJ475B7.2 (novel protein) 


3770 


99 


1008 


gil 8676522 


Homo sapiens 


FLJ00158 protein 


1512 


100 


1008 


gi2 15951 56 


Mus musculus 


Similar to RIKEN cDNA 5830482G23 
gene 


1151 


71 


1009 


gi4406393 


Bos taurus 


differentiation enhancing factor 1 


4699 


95 


1009 


gi4063614 

*— * 


Mus musculus 


ADP-ribosylation factor-directed GTPase 
activating protein isoform a 


4694 


94 


1009 


gi4063616 


Mus musculus 


ADP-ribosylation factor-directed GTPase 
activating protein isofonn b 


3186 


79 


1010 


gil6411927 


Listeria 

monocytogenes 


lmo2439 


57 


52 


1010 


gi!6415055 


Listeria innocua 


lin2533 


61 


57 


1010 


gi2983786 


Aquifex 
aeolicus 


glucose- 1 -phosphate 
thym idyl yltransferase 

± £ — d . 


70 


39 


1011 


gi9280405 


Homo sapiens 


adlican 


1631 


47 


1011 


gil3872813 


Homo sapiens 


fibulin-6 


502. 


28 


1011 


gi3328186 


Caenorhabditis 
elegans 


hemicentin precursor 


539 


27 


1012 


gi4001698 


Sus scrofa 


mat-8 


67 


30 


1012 


gi2622724 


Methanothermo 
bacter 

thermautotrophi 
cus str. Delta H 


conserved protein 


82 


29 


1012 


gi498166 


Mus musculus 


zona-pellucida-binding protein (sp38) 


85 


27 


1013 


gil7511816 


Homo sapiens 


Similar to RIKEN cDNA 1 1 10032022 
gene 


1468 


99 


1013 


gi7211438 


Homo sapiens 


golgin-67 


100 


30 


1013 


gi6003208 


Human 

immunodeficien 
cy virus type 1 


pi 7 protein 


84 


29 


1014 


gil7511816 


Homo sapiens 


Similar to RIKEN cDNA 1 1 10032022 
gene 


878 


100 


1014 


gi6003208 


Human 

immunodeficien 
cy virus type 1 


pi 7 protein 


84 


29 



WO 2004/080148 



PCT7US2003/030720 



167 
TABLE 2 A 



SEQ 
ID 


Hit ID 


Species 


Description 


S 

score 


Percentage 
identity 


1014 


gi21 957065 


Yersinia pestis 
KIM 


uroporphyrinogen III methylase 


90 


34 


1015 


gi2246401 


Homo sapiens 


centrin 


842 


100 


1015 


gil3529248 


Homo sapiens 


centrin, EF-hand protein, 3 (CDC3 1 yeast 
homolog) 


839 


99 


1015 


ei2246424 


Mus musculus 


centrin 


832 


98 


1016 


gi 17428765 


Ralstonia 
s olanacearum 


CONSERVED HYPOTHETICAL 
PROTEIN 


530 


43 


1016 


gil5155946 


Agrobacterium 
tumefaciens str. 
C58 (Cereon) 


AGR_C_1725p 


379 


41 


1016 


gil5073913 


Sinorhizobium 
meliloti 


CONSERVED HYPOTHETICAL 
PROTEIN 


372 


39 


1017 


gi 17428765 


Ralstonia 
solanacearum 


CONSERVED HYPOTHETICAL 
PROTEIN 


381 


43 


1017 


gil5073913 


Sinorhizobium 
meliloti 


CONSERVED HYPOTHETICAL 
PROTEIN 


367 


48 


1017 


gil2543118 


Corynebacteriu 
m glutamicum 


RXC01693 


265 


30 


1018 


gi6693701 


Homo sapiens 


melanopsin 


2234 


91 


1018 


gi2 1928729 


Homo sapiens 


seven transmembrane helix receptor 


2190 


99 


1018 


gi6693703 


Mus musculus 


melanopsin 


1735 


73 


1019 


gi439296 


Homo sapiens 


garp 


822 


37 


1019 


gi65 72272 


Homo sapiens 


dJ756G23.1 (novel Leucine Rich Protein) 


243 


34 


1019 


gi 193440 10 


Homo sapiens 


insulin-like growth factor binding protein, 
acid labile subunit 


293 


29 


1020 


gi 15 706421 


Homo sapiens 


middle-chain acyl-CoA synthetase 1 


1346 


99 


1020 


gi 15487302 


Homo sapiens 


medium-chain acyl-CoA synthetase 


1346 


99 


1020 


gi50 19275 


Bos taurus 


xenobiotic/medium- chain fattv acid:CoA 
ligase form XL-III 


1088 


78 


1021 


gi6650766 


Homo sapiens 


PDZ domain-containine euanine 
nucleotide exchange factor I 


6216 


100 


1021 


gi20386206 


Homo sapiens 


PDZ domain-containing guanine 
nucleotide exchange factor PDZ-GEF2 


5822 


98 


1021 


gi 18 874700 


Homo sapiens 


Rapl guanine nucleoti de-exchange factor 
PDZ-GEF2B 


5803 


98 


1022 


gi20386206 


Homo sapiens 


PDZ domain-containing guanine 
nucleotide exchange factor PDZ-GEF2 


5942 


100 


1022 


gi 18 874700 


Homo sapiens 


Rapl guanine nucleoti de-exchange factor 
PDZ-GEF2B 


5923 


99 


1022 


gi 18 874698 


Homo sapiens 


Rap 1 guanine nucleotide-exchange factor 
PDZ-GEF2A 


5923 


99 


1023 


gil3810306 


Homo sapiens 


transmembrane protein 7 


268 


37 


1023 


gi 18250724 


Mus musculus 


transmembrane protein 7 


264 


37 


1023 


gi20270907 


Oncorhynchus 
mykiss 


VHSV-induced protein-5 


243 


33 


1024 


gi21779869 


Homo sapiens 


IL-17RE 


2896 


100 


1024 


gi21779866 


Mus musculus 


IL-17RE 


1394 


74 


1024 


gi21779857 


Homo sapiens 


IL-17RC 


246 


29 


1025 


gi21779869 


Homo sapiens 


IL-17RE 


2928 


100 


1025 


gi21779866 


Mus musculus 


IL-17RE 


1388 


75 


1025 


gi21779857 


Homo sapiens 


IL-17RC 


246 


29 


1026 


gi 14 150450 


Rattus 
norvegicus 


UDP-GalNAc:polypeptide N- 
acetylgalactosaminyltransferase T9 


1352 


93 


1026 


gil6769916 


Drosophila 


SD10722p 


473 


38 
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melanogaster 








1026 


gi2 1627 105 


Drosophila 
melanogaster 


CG30463-PA 


417 


38 


1027 


gil5217067 


Homo sapiens 


stem cell factor isoform 1 


1013 


95 


1027 


gi337934 


Homo sapiens 


stem cell factor 


1013 


95 


1027 


gi 1827477 


Felis catus 


stem cell factor 


893 


84 


1028 


gil377894 


Homo sapiens 


OB-cadherin- 1 


1478 


64 


1028 


gil377895 


Homo sapiens 


OB-cadherin-2 


1478 


64 


1028 


gi506404 


Homo sapiens 


cadherin-11 


1474 


63 


1029 


gil377894 


Homo sapiens 


OB-cadherin- 1 


1628 


56 


1029 


gil377895 


Homo sapiens 


OB-cadherin-2 


1628 


56 


1029 


gi506404 


Homo sapiens 


cadherin- 1 1 

^■K *4 ^p*X X X X X X _1_ J. 


1623 


56 


1030 


gil398903 


Mus musculus 


Ca2+ dependent activator protein for 
secretion 


6314 

vi^ x r 


90 


1030 


gi577428 


Rattus 
norvegicus 


Ca2+- dependent activator protein: 
calcium-dependent actin-binding protein 


5003 


96 


1030 


gi6980012 


Drosophila 
melanogaster 


secretion calcium-dependent activator 
protein 


3540 


60 


1031 


gi2 17705 


Sus scrofa 


dipeptidase precursor 


781 


51 


1031 


gi2102 


Sus scrofa 


dipeptidase 


781 

9 X 


51 


1031 


gi8248922 


Homo sapiens 


renal dipeptidase: RDP 

X ^^XX^XX ^XX T-f ^XfcXk_J V* ^ X. VJ r X. 


762 


50 


1032 


gil 8073362 


Homo sapiens 


cystine/glutamate transporter 


2552 

x^*> Ik-' Xw 


100 


1032 


gil 1493652 


Homo sapiens 


calcium channel blocker resistance 

V CX X W X — <- XXX W X A UX 1 XXX W X I-/ 3 X iLvl X LJ* X U &• &yXX X ^ 

protein CCBR1 


2552 


100 


1032 


ei 13 924720 


Homo sapiens 


cvstine/elutamate tran snorter xCTT 


2552 

Xw fc/ ^* x^ 


100 


1033 


gil7028348 


Homo sapiens 


Similar to methyl enetetrahydrofolate 
dehydrogenase fNADP+ denendent^ 
methenyltetrahydrofolate cyclohydrolase, 
formvltetrahvdrofolate synthetase 


3748 


100 


1033 


gi20987924 


Mus musculus 


Similar to DKFZP586G1517 protein 


3473 


92 


1033 


ei307178 


Homo sapiens 


MDMCSF (EC 15 15- EC 3 549- EC 
6.3.4.3) 


2839 


62 


1034 


gi632676 


Saccharomvces 
cerevisiae 


Ylr410wp 


598 


44 


1034 


gi4070 


Saccharomyces 
cerevisiae 


nufl 


120 

X xw V/ 


^0 


1034 


gi312175 


Saccharomyces 
cerevisiae 


SPC110/NUF1 


120 


20 


1035 


gil 1066463 


Rattus 
norvegicus 


RhoGEF glutamate transport modulator 
GTRAP48 

X X, i XX. 1 


5589 


80 


1035 


gil9387126 


Mus musculus 


guanine nucleotide exchange factor 


1794 


37 


1035 


si7110160 


Homo s aniens 


piianine nucleotide exnliancp fartnr 


1 792 


37 


1036 


ei2921821 

fc— 1 XW X-s X A—' X 


Rattus 

J- L-4- 1- 1* V4 k_» 

norvegicus 


cvtochrome P450 IIE1 


uo 




1036 


gi8515399 


Human 
respiratory 
syncytial virus 


attachment glycoprotein G 


64 


29 


1036 


gi5901834 


Drosophila 
melanogaster 


BcDNA.GH09358 


95 


23 


1037 


gil7128288 


synthetic 
construct 


Primer 1 


1689 


100 


1037 


gi20269957 


Sus scrofa 


phospholipase C delta 4 


1469 


85 


1037 


gi21307610 


Mus musculus 


phospholipase C delta 4 


1327 


77 


1038 


gi6978948 


Homo sapiens 


vaccinia related kinase 3 


76 


24 
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1038 


ot34Q667 


V^<al 11 UUdU LCI 1 U.111 

■ni^pipoln 

|JiovlvUlu 


tdl IJUUdL/ LCI lUL^lll r\. 


\J\J 




1038 


2i406315 


V_/UlllVJ I— ' Ci\-/ Ivl 1 Hill 

piscicola 


ni ^fiinnlin 61 

Ul wl 111 W 1. 


60 


41 

*T JL 


1039 


gi4159884 


Homo sapiens 


similar to mouse olfactory receptor 13; 
similar to P34984 CPID "2:464305") 

OllllllCU WJ JL *-J V ~S KJ~ lJ-»ig iWTJV/J y 


1597 


99 


1039 

JL> W m^J „S 


si9368991 


Homo sanien*; 


dJ1005Hll 1 ^TRANSMEMBRANE 
RECEPTOR CRHODOPSIN FAMILY') 

JL ^jVW wjW jl JL V/lv \ J- x_ _1_ JL ' X^J' JL LVll ^ JL / JL. / 

COLFACTORY RECEPTOR LIKE) 
PROTEIN)) 


1410 


100 

JL \/\J 


1039 


gil8480186 


Mus musculus 


olfactory receptor MOR261-6 


1323 


81 


1040 


gi311626 


Homo saoiens 


thr omb osp ondin-4 

lrJL. JLJL VJ" JL. JL JL V krJ V A * VJ JL JL JL ■ 


4787 


99 


1040 


gi3 860231 


Mus musculus 


thrombospondin-4 

WJL JV Jk Jl Jk JL ^hj' J p JL *b » A A. ■ 


4557 


93 


1040 


gi929835 


Rattus 
norvegicus 


thr omb ospondin-4 


4547 


93 


1041 


gil4043083 


Homo sapiens 


sperm associated antigen 9 


660 


100 


1041 


ei3 116015 


Homo sapiens 


sperm specific protein 

VJ L/ VI 111 kJL^'WLLlV L/l VtVlll 


273 


98 


1041 


gil0801148 


Mus musculus 

X V JL M kJ> 111 Mk/V Wli WikJ 


JNK/SAPK-associated protein 1 


98 


41 


1042 


ei2 1654741 


Homo sapiens 


peptide/liistidine transporter 


1746 

X / "TV/ 


98 


1042 


gi2208839 


Rattus 
norvegicus 


peptide/histidine transporter 


1469 


79 


1042 


gi 167407 19 


Mus musculus 


Similar to peptide transporter 3 


1453 


83 


1043 


gi2 1392228 


Drosophila 
melanogaster 


RH61354p 


1221 


41 


1043 


gil9353264 


Homo sapiens 

Mr 


Similar to dishevelled associated activator 
of morphogenesis 2 


2224 


65 


1043 


gi2947238 


Homo sapiens 

JL 


diaphanous 1 


717 


32 


1044 


gil5929979 


Homo sapiens 

C 


Similar to zinc finger protein 345 

S L- 


2476 


100 


1044 


gi 18643 896 


Homo sapiens 


zinc finger protein 


1656 


53 


1044 


gi 1020 145 


Homo sapiens 


DNA binding protein 


1656 


53 


1045 


gi 126559 13 


Homo sapiens 


sprouty-4A 


386 


98 


1045 


gi4850326 


Mus musculus 


sprouty-4 


323 


81 


1045 


si59 17720 


Mus musculus 


snroutv 4 


323 


81 

\Jl JL 


1046 


gi4539525 


Homo sapiens 


NAALADase II protein 

JL. ^ JL 2WJL JtL, B rfJL JJw ,11 (U* V JLJL. jk»* r JL W 111 


3881 

w' U LV X 


100 

X \j» Vf 


1046 


gi32 11746 


Sus scrofa 


f ol vlp ol v- eamma- el ut amate 

1V1 V Ik/Wl T |Wk^llllllt4< iW^ v»l'|LJvllJitL4,^v^ 

carboxypeptidase 


2824 

jw UjW l 


70 


1046 


gi2897946 


Homo sapiens 


prostate-specific membrane antigen 


2787 


69 


1047 


gi5420389 


Leishmania 

Jh^ JL <*^pT Jb JL JL JL A Jl A A 

major 


proteophosphoelvcan 

|^X VbWL/L/llL/LJL/llL/^l T WU11 


139 


23 


1047 


gi9 15207 


Sus scrofa 


gastric mucin 


123 


22 


1047 


Kil3592175 


Leishmania 

■J* JL LJJL 1I11W1 11M 

major 


PP23 


125 


23 

^r«J 


1048 


gi5918167 


Homo sapiens 

JW Jk Ji J X *- a »y f _ ^ Ji vtf Jk Jb 


plexin-Bl/SEP receptor 


2104 

x. \y r 


54 


1048 


gi6010211 


Homo sapiens 


semaphorin receptor 

UV111UL/11V1 XXX X w VVL/tVA 


2103 


54 


1048 


gi 1655432 


Mus musculus 


plexin 2 


1517 


30 


1049 


gi 159905 15 


Homo sapiens 


Similar to RIKEN cDNA 0610020102 
gene 


3035 


100 


1049 


gil8380977 


Mus musculus 


RIKEN cDNA 0610020102 gene 


2792 


92 


1049 


gi23S4732 


Rattus 
norvegicus 


NAC-1 protein 


1269 


57 


1050 


gi 15088540 


Homo sapiens 


sterolin-2 


3127 


99 


1050 


gil 1692802 


Homo sapiens 


ABCG8 


3123 


99 


1050 


gi 15 146444 


Homo sapiens 


sterolin-2 


3120 


99 


1051 


gil2652851 


Homo sapiens 


potassium channel modulatory factor 


1987 


100 
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1051 


gi4838557 


Mus musculus 


DEBT-91 


1453 


96 


1051 


gil6768790 


Drosophila 
melanogaster 


LD03515p 


876 


63 


1052 


gi33730 


Homo sapiens 


immunoglobulin lambda light chain 


716 


71 


1052 


gi33395 


Homo sapiens 


lambda-chain precursor (AA -20 to 215) 


703 


70 


1052 


gi33744 


Homo sapiens 


immunoglobulin lambda light chain 


697 


68 


1053 


gi21388773 


Homo sapiens 


kringle-containing protein 


1552 


100 


1053 


gi21623530 


Homo sapiens 


kringle-containing transmembrane protein 


1238 


99 


1053 


gi21388775 


Homo sapiens 


kringle-containing protein 


1241 


100 


1054 


gi 14495324 


Homo sapiens 


CMRF35A 


421 


48 


1054 


gi 18490 143 


Homo sapiens 


CMRF35 leukocyte immunoglobulin-like 
receptor 


421 


48 


1054 


gi396170 


Homo sapiens 


CMRF-35 antigen 


421 


48 


1055 


gi4468256 


Homo sapiens 


MHC class I antigen 


1974 


100 


1055 


gi32139 


Homo sapiens 


HLA-A1 IE protein precursor (A A -24 to 
341) 


1912 


97 


1055 


gi487909 


Homo sapiens 


HLA-A11 antigen All. 1 


1912 


97 


1056 


gi2 16672 14 


Homo sapiens 


bactericidal/permeability-increasing 
protein-like 3 


741 


100 


1056 


gi57732 


Rattus rattus 


potential ligand-binding protein 


215 


35 


1056 


gill 877276 


Homo sapiens 


dJ726C3.5 (ortholog of potential 
ligand binding protein RY2G5 (Rat)) 


176 


32 


1057 


gi2 16672 14 


Homo sapiens 


bactericidal/permeability-increasing 
protein-like 3 


2226 


99 


1057 


gi57732 


Rattus rattus 


potential ligand-binding protein 


579 


32 


1057 


gi 11877276 


Homo sapiens 


dJ726C3.5 (ortholog of potential 
Iigand_binding protein RY2G5 (Rat)) 


540 


31 


1058 


gi21667214 


Homo sapiens 


bactericidal/permeability-increasing 
protein-like 3 


1919 


99 


1058 


gi57732 


Rattus rattus 


potential ligand-binding protein 


485 


33 


1058 


gill 877276 


Homo sapiens 


dJ726C3.5 (ortholog of potential 
ligand_binding protein RY2G5 (Rat)) 


447 


31 


1059 


gi2 16672 14 


Homo sapiens 


bactericidal/penneability-increasing 
protein-like 3 


1842 


100 


1059 


gi57732 


Rattus rattus 


potential ligand-binding protein 


485 


33 


1059 


gi 11877276 


Homo sapiens 


dJ726C3.5 (ortholog of potential 
ligand binding protein RY2G5 (Rat)) 


447 


31 


1060 


gi23911 


Homo sapiens 


polypeptide 7B2 precursor 


1148 


100 


1060 


gi77 18079 


Homo sapiens 


neuroendocrine protein 7B2 


1148 


100 


1060 


gil3529158 


Homo sapiens 


secretory granule, neuroendocrine protein 
1 (7B2 protein) 


1131 


99 


1061 


gil8698601 


Homo sapiens 


Smith-Magenis syndrome chromosome 
region candidate 7 protein 


2325 


100 


1061 


gil5073752 


Sinorhizobium 
meliloti 


HYPOTHETICAL TRANSMEMBRANE 
SIGNAL PEPTIDE PROTEIN 


90 


29 


1061 


gil3623063 


Streptococcus 
pyogenes Ml 
GAS 


heat shock protein - cochaperonin 


70 


32 


1062 


gi4128041 


Homo sapiens 


claudin-9 protein 


1116 


100 


1062 


gi4325296 


Mus musculus 


claudin-9 


1078 


95 


1062 


gi 14286272 


Homo sapiens 


claudin 6 


826 


71 


1063 


gi 14286258 


Homo sapiens 


ribosomal protein L29 


432 


65 


1063 


gil215742 


Homo sapiens 


HIP 


432 


65 


1063 


gi793843 


Homo sapiens 


ribosomal protein L29 


432 


65 
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1064 


gi6601555 


Rattus 
norvegicus 


glutamate receptor interacting protein 2 


3560 


86 


1064 


gi3639077 


Rattus 
norvegicus 


AMPA receptor binding protein 


2743 


88 


1064 


gil890856 


Rattus 
norvegicus 


AMPA receptor interacting protein GRIP 


1925 


59 


1065 


gi3288852 


Homo sapiens 


disabled- 1 


2865 


99 


1065 


gil771282 


Mus musculus 


mDab555 protein 


2797 


96 


1065 


gi22095317 


Gallus gallus 


disabled- 1 


2630 


90 


1066 


gi3002527 


Homo sapiens 


neuronal thread protein AD7c-NTP 


164 


86 


1066 


gi4336401 


Homo sapiens 


beta glucuronidase isoform d 


127 


72 


1066 


gi4336402 


Homo sapiens 


beta glucuronidase isoform c 


127 


72 


1067 


gi 15430703 


Homo sapiens 


testis specific serine/threonine kinase 2 


1858 


99 


1067 


gi2738898 


Mus musculus 


protein kinase 


1686 


89 


1067 


gil5283993 


Homo sapiens 


testis-specific serine/threonine kinase 1 


1230 


77 


1068 


gil3543568 


Homo sapiens 


prostaglandin D2 synthase (21kD, brain) 


977 


96 


1068 


gil2963879 


Homo sapiens 


prostaglandin D synthase 


977 


96 


1068 


gi 189772 


Homo sapiens 


prostaglandin D2 synthase 


977 


96 


1069 


gi 132793 11 

* 


Homo sapiens 


Similar to RIKEN cDNA 1500017E18 
gene 


1416 


96 


1069 


gi 143367 18 


Homo sapiens 


similar to HAGH 


1157 


100 


1069 


gi20988885 


Mus musculus 


RIKEN cDNA 1500017E18 gene 


1151 


79 


1070 


gi!3397835 


Homo sapiens 


annexin A13 isoform b 


1795 


99 


1070 


gi757784 


Canis familiaris 


annexin Xlllb 


1621 


89 


1070 


gi21218387 


Oryctolagus 
cuniculus 


annexin Xlllb 


1589 


88 


1071 


gi2 1707908 


Homo sapiens 


solute carrier family 6 (neurotransmitter 
transporter, GAB A), member 1 


3129 


98 


1071 


gi31658 


Homo sapiens 


GABA transporter j 


3114 


98 


1071 


gi204222 


Rattus 
norvegicus 


GABA transporter protein 


3097 


96 


1072 


gi7 160975 


Homo sapiens 


voltage-gated sodium channel beta-3 
subunit 


834 


100 


1072 


gi7161889 


Rattus 
norvegicus 


voltage-gated sodium channel beta-3 
subunit 


823 


98 


1072 


gil4165176 


Rattus 
norvegicus 


sodium channel beta 3 subunit 


823 


98 


1074 


gil 8676470 


Homo sapiens 


FLJ00132 protein 


251^ 


99 


1074 


gi2 1430928 


Drosophila 
mel ano east er 


SD27341p 


324 


38 


1074 


gi20 197056 


Arabidopsis 
thaliana 

ISA A %s+ A A A. A. w-V 


expressed protein 


206 


29 


1075 


gi452751 


Gallus gallus 


Gal beta 1,4 GlcNAc alpha 2,6- 
sial vl tran sferase 


949 


54 


1075 


gi2295223 


unidentified 


GALACTOSYLTRANSFERASE- 
SIALYLTRANSFERASE HYBRID 
PROTEIN 


856 


48 


1075 


gi29434 


Homo sapiens 


beta-galactoside alpha-2,6- 
sialyltransferase 


856 


48 


1076 


gil3344997 


Homo sapiens 


Cat Eye Syndrome critical region protein 
isoform 2 


2223 


100 


1076 


gil3344995 


Homo sapiens 


Cat Eye Syndrome critical region protein 
isoform 1 


2002 


99 


1076 


gil5928451 


Mus musculus 


Similar to cat eye syndrome chromosome 
region, candidate 5 


1649 


76 
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1077 


gil3344997 


Homo sapiens 


Cat Eye Syndrome critical region protein 
isoform 2 


1662 


96 


1077 


gi 13344995 


Homo sapiens 

XT 


Cat Eye Syndrome critical region protein 
isoform 1 


1662 


96 


1077 


gil5928451 


Mus musculus 


Similar to cat eye syndrome chromosome 
region, candidate 5 


1294 


75 


1078 


gi 177870 


Homo sapiens 


alpha-2-macroglobulin precursor 


2714 


39 


1078 


gi579592 


Homo sapiens 


alpha 2-macroglobulin 690-730 


2708 


39 


1078 


gi579594 


Homo sapiens 


alpha 2-macroglobulin 690-740 


2700 


39 


1079 


gi671864 


Gallus gallus 


ovomacroglobulin, ovostatin 


1300 


34 


1079 


gi579594 


Homo sapiens 


alpha 2-macroglobulin 690-740 


1297 


35 


1079 


gi 177870 


Homo sapiens 


alpha-2-macroglobulin precursor 


1296 


35 


1080 


gi671865 


Gallus gallus 


ovomacroglobulin, ovostatin 


806 


32 


1080 


gil77870 


Homo sapiens 


alpha-2-macroglobulin precursor 


769 


31 


1080 


gi579592 


Homo sapiens 


alpha 2-macroglobulin 690-730 


769 


31 


1081 


gi 177870 


Homo sapiens 


alpha-2-macroglobulin precursor 


2732 


40 


1081 


gi579592 


Homo sapiens 


alpha 2-macroglobulin 690-730 


2726 


40 


1081 


gi579594 


Homo sapiens 


alpha 2-macroglobulin 690-740 


2718 


39 


1082 


gi579594 


Homo sapiens 


alpha 2-macroglobulin 690-740 


1297 


35 


1082 


gil77870 


Homo sapiens 


alpha-2-macroglobulin precursor 


1296 


35 


1082 


gi579592 


Homo sapiens 


alpha 2-macroglobulin 690-730 


1296 


35 


1083 


gi404389 


Mus sp. 


carboxylesterase; Es-male 


2006 


66 


1083 


gi213101 


Anas 

platyrhynchos 


thioesterase B 


1261 


46 


1083 


gi2058318 


Homo sapiens 


carboxylesterase 


1253 


47 


1084 


gi207286 


Rattus 
norvegicus 


TGF-beta masking protein large subunit 


8731 


89 


1084 


gi3493176 


Mus musculus 


latent TGF beta binding protein 


8640 


88 


1084 


gil9909128 


Homo sapiens 

IT 


transforming growth factor-beta binding 
protein- IS 


7763 


99 


1085 


gi!7985371 


Homo sapiens 


13 binding protein 


861 


100 


1085 


gi2 196 1229 


Homo sapiens 


BRI3 binding protein 


861 


100 


1085 


gil 8466808 


Homo sapiens 


cervical cancer 1 proto-oncogene-binding 
protein KG 19 


853 


99 


1086 


gi222833 


Gallus gallus 


M- protein 


2953 


42 


1086 


gi407097 


Homo sapiens 


165kD protein 


2933 


42 


1086 


gi2950347 


Mus musculus 


M~ protein 


2931 


42 


1087 


gil2655165 


Homo sapiens 


zinc finger protein 256 

S c 


696 


65 


1087 


gi4894364 


Homo sapiens 


zinc finger protein 3 


696 


65 


1087 


gi2 1327296 


Homo sapiens 


zinc finger protein 382 


495 


46 


1088 


gi2689441 


Homo sapiens 


F18547 1 


188 


37 


1088 


gil613848 


Homo sapiens 


zinc finger protein zfp6 


316 


49 


1088 


gi2 1327296 


Homo sapiens 


zinc finger protein 3 82 


203 


38 


1089 


gil 2655460 


Homo sapiens 


keratin associated protein 4.12 


929 


75 


1089 


gil 3278 825 


Homo sapiens 


Similar to RIKEN cDNA 1 110054P19 
gene 


929 


75 


1089 


gil2655464 


Homo sapiens 


keratin associated protein 4.15 


900 


83 


1090 


gil2655460 


Homo sapiens 


keratin associated protein 4.12 


403 


85 


1090 


gil3278825 


Homo sapiens 


Similar to RIKEN cDNA 1 1 10054P19 
gene 


403 


85 


1090 


gil2655442 


Homo sapiens 


keratin associated protein 4.2 


397 


84 


1091 


gil 2655464 


Homo sapiens 


keratin associated protein 4.15 


1260 


100 


1091 


gil 2655452 


Homo sapiens 


keratin associated protein 4.7 


1222 


90 


1091 


gi!2655460 


Homo sapiens 


keratin associated protein 4. 12 


1156 


88 
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X CI Lclll«Xgc 

identity 


1092 


si 15722084 


Homo saoiens 


b A3 0415 1 Cnovel lioase^ 


1991 

x ^ ^ x 


100 


1092 


si21594466 


Mus musculus 

X T ±LiL? AX A UUv LXA LX LJ 


RIKEN cDNA 4632427C23 sene 


1928 


87 


1092 

X. W X^ 


2i460143 


Homo s aniens 


lvso55omal acid Iitiase/chole^tervl e^ter 
hydrolase 

A A > VJ>1 V/li4-U V 


1290 


60 


1093 


si2 15 94466 


Mus musculus 

X T X LX-w JL XX UkJv Lr4- JL LXL^ 


RIKEN cDNA 4632427C23 sene 


1957 


88 


1093 


si 15722084 


Homo saniens 


bA304I5 1 Cnovel lioase") 

vX jV^h/ W llw/ • X \ llV V V/J. J.XL/LIU V / 


1935 


100 


1093 


si460143 

A 4 \W A. 1 


Homo saniens 


lysosomal acid lioase/cholestervl ester 
hydrolase 


1290 


60 


1094 


gi8118040 


Homo sapiens 


orphan G-protein coupled receptor 


1804 


99 


1094 


gi8 118052 


Mus musculus 


orphan G-protein coupled receptor 


1306 


82 


1094 


gil3177796 


Homo sapiens 


retinoic acid induced 3 


728 


45 


1095 


gil 8 129609 


Homo sapiens 


diacylslvcerol acvltransferase 2 


600 


49 


1095 


gil5099951 


Mus musculus 


diacyl glycerol acyltransf erase 2 


599 


49 


1095 


gil 7426446 


Homo sapiens 


bA351K23.5 fnovel protein) 


572 


54 


1096 


gil7225337 


Homo sapiens 


dendritic lectin 


1134 


95 


1096 


gil7224598 


Homo sapiens 


blood dendritic cell antisen 2 protein 


1134 


95 


1096 


gil7225339 


Homo sapiens 


dendritic lectin b isoform 

A A A A V A A ™* v A A A A -A , A A A A 


918 


94 


1097 


gil 7225337 


Homo sapiens 


dendritic lectin 


1182 


99 


1097 


gil 7224598 


Homo sapiens 


blood dendritic cell antigen 2 protein 


1182 


99 


1097 


gil7225339 


Homo sapiens 


dendritic lectin b isoform 


966 


99 


1098 


gi21929119 


Homo sapiens 


seven transmembrane helix receptor 


1595 


100 


1098 


gil 8479834 


Mus musculus 


olfactory receptor MOR144-1 


1223 


77 


1098 


gil8480806 


Mus musculus 


olfactory receotor MOR143-1 


1163 


70 


1099 


gi5911169 


Homo sapiens 


transmembrane mucin 12 


3049 


99 


1099 


si 19526645 


Homo saniens 


intestinal membrane mucin MUC17 


815 


32 1 


1099 


gi5911171 


Homo saniens 


mucin 1 1 


684 


47 


1100 


gi37198 


Homo sapiens 


TM1-CEA preprotein 


455 


34 


1100 

X X \J \J 


si 179440 


Homo sanif^ns 


Hiliarv q'1 vr nnrntpi n T nrr-rnr^nr 

kJiLiai. y gi y vuuiuiviii x ui wuioui 


455 


^4 


1100 


gi550031 


Homo sapiens 


BGPc 


455 


34 


1 101 

J. X \J X 


lil\JX< / 


xxajijxlj oaLUdia 


!IlClclIlUIIla**d.abUL'ld.LCLl dllll^CIl IVlLJrjU 


H" / JJ 


fid 


1 101 


ml 504040 


x xuxxivj oapiciio 


b 11 11 Hal l\J LJ . lllt/ld-llUgclo LUi 

nproxidasin^T 11 1 059^ 


H-/JJ 




1101 


si531385 


T*)ros onli iln 

melanogaster 


nproxidastti nrefiir^nr 

p- lUAlUaDllI ^Ji Utl O^Jl 


201 ^ 




1102 

A- X w AW 


si6273399 


Homo saniens 


mplanoma-associattpd pntippn T^fOSO 


4458 


60 


1102 


gil 5 04040 


Homo sapiens 


similar to D.melanogaster 

neroxiHasinrT T1 1 OS^?^ 


4458 


60 


1102 


gi531385 


Drosophila 
mp.1 anopa ster 


peroxidasin precursor 


2013 


39 


1103 


gi7264653 


Mus musculus 


Kiaa0575 


2398 


61 


1 10^ 

X X \J «J 


rrj 1 1611 1%A 

til X J. U X X / 


T-Tmnr\ csiivifnc 
XXU111LJ oo.pl Cilo 


V 1 l\ 1 , 1 J 1 cl 


51 ^ 

J JL D 


Aft 


110^ 




Que oprnTQ 


gd.bLLlL' lllUUin 


1 952 
1ZO 




1 1 04 i 


giz-vz* v. y \J\J <j> 


V^Illdlliy ULIIllLllia 

s reinhardtii 


r> /--\-J 1 ^a/H _ /~\"t 1 "fl Q fTP»U CJT f^T"r\TP»1Tl 

L-OllCU.'-L-Oll LlagCilcU piULClIl 


OOZ 


^£ 
JU 


1104 


gil6519041 


Drosoohila 
melanogaster 


occludin-like orotein 

A Vf «X1 A A A AW*' VtWlll 


203 


23 

XW A>/ 


1104 


gi3549261 


Dictyostelium 
discoideum 


interaptin 


175 


22 


1105 


gil 26545 11 


Homo sapiens 


ATP-dependant interferon response 
protein 1 


693 


96 


1105 


gil7390689 


Homo sapiens 


ATP-dependant interferon responsive 


693 


96 


1105 


gil0862826 


Homo sapiens 


ADIR1 


689 


95 


1106 


gil5215375 


Homo sapiens 


RNA binding motif protein 12 


325 


72 


1106 


gi2 1666372 


Homo sapiens 


swan 


325 


72 



WO 2004/080148 



PCT7US2003/030720 



174 
TABLE 2 A 



SEQ 
ID 


Hit ID 


Species 


Description 


S 
score 


Percentage 
identity 

— V. 


1106 


gi 19070 194 


Homo sapiens 


SWAN 


325 


72 


1107 


gil8157547 


Mus musculus 


pecanex-like 3 


3262 


97 


1107 


gi6650377 


Mus musculus 


pecanex 1 


2530 


74 


1107 


gil5076843 


Homo sapiens 


pecanex-like protein 1 


2526 


74 


1108 


gil 8 157547 


Mus musculus 


pecanex-like 3 


3138 


97 


1108 


gi6650377 


Mus musculus 


pecanex 1 


2409 


73 


1108 


gil 5 076 843 


Homo sapiens 


pecanex-like protein 1 


2405 


73 


1109 


gi7770237 


Homo saoiens 


PR02822 


233 


59 


1109 


gi21595759 


Homo sapiens 


similar to HC6 

L— ' i A 1 A 1 L L-*r A_ liV/ -JL jL > — ■ VV 


211 

JL JL 


71 

* JL 


1109 

JL JL V* 


si3002527 


Homo saoiens 


neuronal thread nrotein AD7c-NTP 


209 


67 


1110 


gil8159337 


Pyrobaculum 
aer onh i 1 urn 


paREPS 


11 


30 


1110 


eil658310 


Homo saoiens 


leukocvte surface Drotein 


91 


26 


1110 


gi7638235 


Mus musculus 


immunoglobulin heavv chain variable 

Mil Vh-iVU/ villi! IIVIX T V wJIXVXXlX T Ml. ItiL/lv 

domain 


11 

f t 


25 


1111 


gi4263743 


Homo saoiens 


similar to UNC-93: similar to U89424 

X JL JL JV JV JL k-L JL L* Vjt JL 1 4t IJLJL JL JL JL V* *, w ^- m** ■ «4LW i 

(PID:g3642687) 


1575 

JL +^ f *^ 


100 

JL W 


1111 


gil2043567 


Homo sapiens 


unc-93 related protein 


1571 


99 


1111 


gil7390915 


Mus musculus 


Similar to unc93 (C.elegans) homolog B 


1372 


87 


1113 


gi4153873 


Homo sapiens 


similar to weel-like protein kinase; 
similar to P30291 (PID:gl351419) 


2810 


100 


1113 


gi644770 


Xenopus laevis 


WeelA kinase 


1166 


64 


1113 


gi2827996 


Xenopus laevis 


weel homolog 


1166 


64 


1114 


gi6606119 


Dothidea 
insculpta 


DNA-deoendent RNA oolvmerase II 

J^ JL T JL B*. *AV p VllXiVil'- J. V. J- l Jl JV J-V 'V-/' JL fill JL IL4-LJ JL JL 

RPB140 


81 


32 


1114 


gi2796053 


Mus musculus 


T cell receptor beta chain 


54 


48 


1115 


gi20372871 


CI arid a similis 


cvtosolic ohosohoelucose isomerase 

J \s ^ L^ JL A A JL , W T LV L^ JL A k_ & W ♦ <W ^* JL L«# 'L_^' 111 JL M 


56 


28 


1116 


gi21708029 


Homo sapiens 


similar to Alu subfamily SQ sequence 
contamination warnine entrv 

™* »^ JL JL L»LrL"X JL JL A -L M L J. * J- t » J. LilL* ta, 1 JL V'l T 


135 


70 


1116 


gil 1493409 


Homo sapiens 


PRO0898 


129 


59 


1116 


gi6650818 


Homo sapiens 


PRO 1992 


110 


70 


1117 


eil3810898 


Rattus 
norvegicus 


inhibin binding orotein lone: isoform 

1A1JL11 Vllt Uiil^llil L. yj±. ULV/lli iVllC^ X Lj X, X«" A 111 


310 


37 


1117 


gi2645890 


Homo saoiens 


IGSF1 


326 


40 


1117 


gi2370143 


Homo sapiens 


immunoglobulin-like domain-containing 
1 


326 


40 


1118 


gil3810S98 


Rattus 
norvegicus 


inhibin binding orotein lone isoform 

1111X1*»*1X1 LyilAVllllW P*^ V^i'JLJLX IVllW Ik/ VI VI 111 


310 


37 


1118 


gi2645890 


Homo sapiens 


IGSF1 


312 


38 


1118 


gi2370143 


Homo sapiens 


immunoglobulin-like domain-containing 
1 


312 


38 


1119 


gi2 1707 128 


Homo sapiens 


Ran binding protein 1 1 


5047 


99 


1119 


ei20987296 


Mus musculus 

JL * JL. Vr4 L_7 JL JL X L_» U M. L_J 


Similar to Ran bindine orotein 1 1 

kJllllllUl L- A. X X L/lllvllllg V vVAit JL JL 


4898 


96 


1119 


gil7862636 


Drosophila 
melanogaster 


LD41918p 


1191 


38 


1120 


gil8652832 


Homo sapiens 


ASPP1 protein 


5703 


99 


1120 


gi 16 197705 


Homo sapiens 


ASPP2 protein 


1556 


42 


1120 


gil399805 


Homo sapiens 


Bbp/53BP2 


1556 


42 


1121 


gil 8448478 


Aotus 
trivirgatus 


chorionic gonadotropin beta subunit 


47 


59 


1121 


gi5670272 


Human 
herpesvirus 8 


Kl glycoprotein 


67 


38 


1121 


gi9886851 


Human 
herpesvirus 8 


Kl protein 


63 


36 
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S 

score 
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1122 


gi2598461 


Homo sapiens 


dJ408N23.1 (suppression of 
| tumorigenicity 13 (colon carcinoma) 

(Hsp70-interacting protein) (Progesterone 
I receptor associated P48 protein)) 


1887 


97 


1122 


gi904032 


Homo sapiens 


p48 


1869 


96 


1122 


gi21218374 


Homo sapiens 


FAM10A5 


1814 


93 


1123 


gi8927428 


Homo sapiens 


i otoraplin 


676 


100 


1123 


gil2619173 


Homo sapiens 


1 melanoma inhibitory activity like protein 


676 


100 


1123 


gill323317 


Homo sapiens 


dJ705D 16.2 (Otoraplin) 


676 


100 


1124 


gi 120347 19 


Mus musculus 


| ankyrin-like protein 


462 


46 


1124 


gil3469729 


Homo sapiens 


breast cancer antigen NY-BR-1 


448 


50 


1124 


gi21618588 


Homo sapiens 


[ testis-specific ankyrin motif containing 
protein 


381 


47 


1125 


gil3469729 


Homo sapiens 


| breast cancer antigen NY-BR-1 


364 


51 


1125 


gil2034719 


Mus musculus 


j ankyrin-like protein 


379 


46 


1125 


gi21618588 


Homo sapiens 


| testis-specific ankyrin motif containing 
j protein 


345 


49 


1126 


gi7770139 


Homo sapiens 


PRO 1722 


263 


60 


1126 


gi 11493483 


Homo sapiens 


PRO2550 


263 


67 


1126 


gi8572229 


Homo sapiens 


ubiquitous TPR-motif protein Y isoform 


249 


61 


1127 


gi6907090 


Oryza sativa 

(japonica 

cultivar-group) 


1 Similar to Oryza sativa root-specific 
RCc3 mRNA. (L27208) 


86 


35 


1127 


gi5902450 


Cercopithecine 
herpesvirus 1 


1 glycoprotin G 


58 


41 


1127 


gil2750734 


Homo sapiens 


L-type voltage-dependent calcium 
channel 


56 


48 


1128 


gil6878260 


Homo sapiens 


Similar to angiotensin II, type I receptor- 
associated protein 


726 


100 


1128 


gil6588454 


Homo sapiens 


AGTRAP protein 


705 


95 


1128 


gi9621816 


Homo sapiens 


ATRAP 


705 


95 


1129 


gil7986216 


Homo sapiens 


cell recognition molecule CASPR3 


1864 


98 


1129 


gi 1233 0704 


Mus musculus | 


cell recognition molecule CASPR4 


1376 


71 


1129 


gi21961652 


Mus musculus | 


cell recognition protein CASPR4 


1376 


71 


1130 


gi 179862 16 


Homo sapiens 1 


cell recognition molecule CASPR3 


6812 


99 


1130 


gi 18390059 


Homo sapiens | 


cell recognition protein CASPR4 


4754 


70 


1130 


gi2 196 1652 


Mus musculus j 


cell recognition protein CASPR4 


4724 


68 


1131 

1 


gi2 1552969 


Mus musculus 1 


Williams-Beuren syndrome critical region 
gene 17 


3100 


97 


1131 


gil0336504 


Homo sapiens I 


UDP-GalNAc: polypeptide N- 
acetylgalactosaminyltransferase 


2020 


61 


1131 


gil 1041469 


Macaca j 
fascicularis j 


UDP-GalNAc: polypeptide N- 
acetylgalactosaminyltransferase 


1913 


58 


j 1132 


gil3625176 


Homo sapiens 1 


thrombospondin 


586 


46 


1132 


gil4627121 


Homo sapiens 


dJ824F16.3 (novel protein similar to 
mouse thrombospondin type 1 domain 
protein R-spondin) 


544 


46 


1132 


gi45 19541 


Mus musculus 


thrombospondin type 1 domain 


511 


43 


1133 


gi5305333 


Mus musculus 


protein kinase M}'ak-S 


865 


50 


1133 


gil8314319 


Mesocricetus 
auratus 


Mx-interacting protein kinase PKM 


865 


50 


1133 


gi5815143 


Mus musculus 


nuclear body associated kinase 2a 


865 


50 


1134 


gi 14022292 


Mesorhizobium 
loti 


cell division protein 


45 


36 
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S 
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1134 


gil80143 


Homo sapiens 


CD53 glycoprotein 


45 


53 


1134 


gil80141 


Homo sapiens 


cell surface antigen 


45 


53 


1135 


gi 1457 1502 


Homo sapiens 




calcium-promoted Ras inactivator 


4174 


99 


1135 


gi2822157 


Homo sapiens 


similar to GTPase-activating proteins; 
35% similar to JC5047 (PID:g2136083) 


3961 


99 


1135 


gi41 85294 


Homo sapiens 


rasGAP-activating-like protein 


1898 


49 


1136 


gil 1527987 


Gallus gallus 


immunoglobulin-Hke receptor CHIR-A 


97 


30 


1136 


gi432214 


Human 

immunodeficien 
cy virus type 1 


envelope glycoprotein gpl20 

a t— ' «/ a or 


43 


39 


1136 


gil5026993 


Homo sapiens 


MUC5AC protein 


64 


38 


1137 


gil5128103 


Mus musculus 


nephronectin 


2971 


87 


1137 


gil5430248 


Mus musculus 


nephronectin long isoform 


2640 


80 


1137 


gil 6040981 


Mus musculus 


POEM 


2374 


87 


1139 


gi7638247 


Homo sapiens 


mesenchymal stem cell protein DSCD75 


595 


100 


1139 


gil7946258 


Drosophila 
melanogaster 


RE58349p 


165 


34 


1139 


gi2 1464462 


Drosophila 
melanogaster 


RH58440p 


158 


36 


1140 


gi21619491 


Homo sapiens 


similar to expressed sequence AW049604 


235 


83 


1140 


gi6572294 


Homo sapiens 


bA262A13.1 (novel protein) 

V J. S 


126 


48 


1140 


gi215692 


Bacteriophage 
P4 


gop protein 


87 


28 


1141 


gi21619491 


Homo sapiens 


similar to expressed sequence AW049604 


454 


82 


1141 


gi65 72294 


Homo sapiens 


bA262A 13.1 (novel protein) 


239 


48 


1141 


gi2 15692 


Bacteriophage 
P4 


gop protein 


84 


33 


1142 


gi203 06274 


Homo sapiens 


testicular haploid expressed gene 


1487 


80 


1142 


gil 0443 967 


Homo sapiens 


THEG protein 


1487 


80 


1142 


gi7416134 


Homo sapiens 


testis-specific gene 


1487 


80 


1143 


gi21928259 


Homo sapiens 


seven transmembrane helix receptor 


1023 


100 


1143 


gil 8480746 


Mus musculus 


olfactory receptor MOR26 1-10 


864 


84 


1143 


gil 8480744 


Mus musculus 


olfactory receptor MOR261-9 


858 


82 


1144 


gi21 928655 


Homo sapiens 


seven transmembrane helix receptor 


1458 


93 


1144 


gil 8480746 


Mus musculus 


olfactory receptor MOR261-10 


1280 


79 


1144 


gil 8480744 


Mus musculus 


olfactory receptor MOR261-9 


1258 


78 


1145 


gil 707674 


Streptomyces 
cinnamoneus 


elongation factor G 


52 


34 


1146 


gil 5779092 


Homo sapiens 


Similar to syntaxin 18 


1295 


100 


1146 


gi7707424 


Homo sapiens 


syntaxin 18 


1295 


100 


1146 


gil 8203931 


Mus musculus 


Similar to syntaxin 18 


873 


90 


1147 


gi 145733 19 


Homo sapiens 


interleukin-1 HY2 


812 


99 


1147 


gil 8025344 


Homo sapiens 


interleukin-1 receptor antagonist-like 
FIL1 theta 


809 


99 


1147 


gil 9068 192 


Mus musculus 


IL-1F10 


662 


82 


1148 


gi4103158 


Mus musculus 


hair keratin acidic 5; Ha5 keratin 


1116 


72 


1148 


gi3724107 


Homo sapiens 


keratin, type I 


1114 


72 


1148 


gil 668744 


Homo sapiens 


HHa5 hair keratin type I intermediate 
filament 


1114 


72 


1149 


gil9353375 


Mus musculus 


RIKEN cDNA 1 1 1003 1102 gene 


1417 


84 


1149 


gi6 166378 


Mus musculus 


growth suppressor 1L 


141 


30 


1149 


gil5929776 


Homo sapiens 


growth suppressor 1 


137 


41 


1150 


gil3623421 


Homo sapiens 


Similar to RIKEN cDNA 5730589L02 
gene 


1336 


90 
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S 
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1150 


gil9484086 


Mus musculus 


RIKEN cDNA 5730589L02 gene 


1287 


86 


1150 


gi 1699265 


Homo sapiens 


malignant cell expression-enhanced 
gene/tumor progression-enhanced gene 


392 


57 


1151 


gi 154 19605 


Canis familiaris 


masticatory epithelia keratin 2p 


1204 


55 


1151 


gil4595019 


Homo sapiens 


keratin 6 irs 


1175 


54 


1151 


gi6092075 


Mus musculus 


type II cytokeratin 


1116 


51 


1152 


gil 1066090 


Homo sapiens 


matrix metalloprotease MMP-27 


1382 


96 


1152 


gi 120063 64 


Tupaia 
belangeri 


matrix metal loproteinase-27 


1121 


80 


1152 


gi3511149 


Gallus gallus 


matrix metalloproteinase 


663 


57 


1153 


gil 1066090 


Homo sapiens 


matrix metalloprotease MMP-27 


1382 


96 


1153 


gi 12006364 


Tupaia 
belangeri 


matrix metalloproteinase-27 


1121 


80 


1153 


gi3511149 


Gallus gallus 


matrix metalloproteinase 


663 


57 


1154 


gi6689894 


Homo sapiens 


Suppressor of Fused 


2599 


100 


1154 


gi5739507 


Homo sapiens 


suppressor of fused 


2594 


99 


1154 


gi4468628 


Mus musculus 


Su(fu) protein 


2541 


97 


1155 


gi2 16672 12 


Homo sapiens 


bactericidal/permeability-increasing 
protein-like 2 


2600 


100 


1155 


gi203 87085 


Oncorhynchus 
mykiss 


LBP (LPS binding protein)/BPI 
(bactericidal/permeability-increasing 
protein)- 1 


690 


31 


1155 


gi20387087 


Oncorhynchus 
mykiss 


LBP (LPS binding protein)/BPI 
(bactericidal/permeability-increasing 
protein) like-2 


685 


30 


1156 


gi!1229139 


Homo sapiens 


0B152O15.3 (SRY (sex determining 
region Y)-box 1 8) 


2066 


100 


1156 


gi!2082687 


Homo sapiens 


Sry-related HMG-box protein 


2066 


100 


1156 


gi8894593 


Homo sapiens 


SOX 18 protein 


2066 


100 


1157 


gil 9526647 


Homo sapiens 


oxidored-nitro domain-containing protein 


837 


85 


1157 


gi7303522 


Drosophila 
melanogaster 


CG13178-PA 


172 


31 


1157 


gil 6304788 


Mus musculus 


bendless-like ubiquitin conjugating 
enzyme 


83 


28 


1158 


gil 9526647 


Homo sapiens 


oxidored-nitro domain-containing protein 


837 


85 


1158 


gi7303522 


Drosophila 
melanogaster 


CG1317S-PA 


172 


31 


1158 


gil 6304788 


Mus musculus 


bendless-like ubiquitin conjugating 
enzyme 


83 


28 


1159 


gil 794221 


Mus musculus 


DNA ligase Ill-beta 


2987 


89 


1159 


gil 794223 


Mus musculus 


DNA ligase Ill-alpha 


2987 


89 


1159 


gil9550955 


Homo sapiens 


ligase III, DNA, ATP-dependent 


2875 


100 


1160 


gil5667919 


Homo sapiens 


SERPINB12 


1678 


99 


1160 


gil2597188 


Homo sapiens 


squamous cell carcinoma antigen 2 


749 


48 


1160 


gil235617 


Homo sapiens 


squamous cell carcinoma antigen 


749 


48 


1 1 

1 10 I 


gil5141587 


Eulemur 
rubriventer 


olfactory receptor 


67 


34 


1161 


gi21739229 


Oryza sativa 


OSJNBa0072F16.8 


67 


43 "I 


1161 


gi21629328 


Leishmania 
major 


L3561.8 


65 


37 


1162 


gi2589190 


Homo sapiens 


skin-specific protein 


68 


39 


1162 


gi38232 


Pan troglodytes 


immunoglobulin alpha heavy chain 


61 


39 


1162 


gi 1402 1730 


Mesorhizobium 
loti 


c-type cytochrome biogenesis protein 


68 


31 



1 
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Description 


S 


Percentage 

irlpntitv 

1UCU 11 


1163 




A/TllQ 1THl^Pn1lT«5 

IVluu lliUovUlUu 


ATFa-as<;opiatpH fa p tor 


354 


50 


1163 


ei7303705 


T~)ro<sonhi 1 a 

1 — ' 1 Wij Upi 111 CL 

melanogaster 


CG12340-PA 


193 


24 


1163 

X X V w 


ei5052666 


T")r 0 ^ onh i 1 a 

i—-^ 1 0 \~J yj 1 ill C4- 

melanosaster 


BcDNA LD26050 


193 


24 


1164 


gi20901968 


Caenorhabditis 
elegans 


C. eleeans RPL-36 orotein 
(corresponding seauence F37C12.4) 


71 

t x. 


34 


1165 


gi59 11451 


Drosophila 
nannoptera 


cvtochrome oxidase III 


43 


41 


1165 


gi 13 27625 3 


Homo s aniens 


T-cell recent or beta chain VJ reeion 


56 


34 


1165 


gi3928896 


Homo sapiens 


SH2 domain protein 1 A isoform C 


55 


38 


1166 

X X V/ V 


S120381326 


Homo saniens 


Similar to casnase 8 aoontosis-r elated 
cvsteine orotease 


263 


100 


1166 


gil4211398 


Homo sapiens 


caspase-8L 


263 


100 


1166 

x, J. v V-p 


si 1940 1524 


Homo saoiens 

XXVlllv UWL/A VllU 


orocasoase-8 


223 


95 


1167 


ei 10440448 


Homo saoiens 


FLJ00060 orotein 


1204 

X XW \-/ 1 


98 


1167 


si3983420 


Homo saoiens 

X XVlllV UWL/1 VllkJ 


KJR3DLl-like natural killer cell receotor 


693 

\J 


47 


1167 


gil3560453 


Homo sapiens 


killer cell immunoglobulin-like receptor 
3DL1 


693 


47 


1168 


gil799570 


Rattus 
norveeicus 


TIP 120 


4573 


99 


1168 


gi7688703 


Homo sapiens 


TIP 120 protein 


4573 


99 


1168 

X X V 


si58 11583 


Rattus 
norvegicus 


TIP120-familv orotein TIP120B 

JL JLJL Xa^\J liilllll V Jr^ - ^ v/vVlll A 11 2.^wV>J-Jr 


2735 


57 


1169 

X X \J *r 


eil3016701 


Homo saniens 


arti vatin c rnrerentor TsITCmRO 

^l*-'tl V CLLllljr^ tVl vU'k-UlUl J. l JL U \/ 


1226 


100 

JL V/V 


1169 

X X \J ^ 


ei7188567 


Homo saniens 


lectin-1 i Ice recent or F1 

lv Villi lllvv 1 wvvULvl X J~ 


1226 


100 

X \J\J 


1169 

i- X. \^ -»* 


ei22449867 


Macaca 
fascicularis 


NKo80 NK receotor 

X ^ lxpU \J X 1 X*- X WvU LV. 1 


1122 

X 1 xwxw 


90 


1170 


eil4027275 


Mesorhizobium 
loti 


nodulation orotein nodG 3-oxoacvl-f acvl 
carrier protein) reductase 


70 


27 


1170 


gil531618 


Rhizobium sp. 
N33 


NodG 


68 


26 


1170 


gi6899062 


Ureaplasma 
ureal vti cum 


seryl-tRNA synthetase 


70 


31 


1171 


gi3021409 


Homo sapiens 


transducin (beta) like 1 protein 


3057 


100 


1171 


eil3161069 


Hnmn ^atvi pnc: 


tran<5HiiPin Hpta-likp 1 




91 
y i 


1171 


gi 12642596 


Homo sapiens 


nuclear receptor co-repressor/HDAC3 
complex subunit TBLR1 


2431 


86 




gl 1 J *+/, 1 


JCJLU111U odjVJldlo 


Similar irs R TT^PlST rHMA ^7^0^5201 09 

gene, clone MGC:13124 

TMAOF'41 1 007*5 mRNA pomnlptp pHd 

JLlVJLfTtVJ J_/.*T 1 1 mj y Alii. VI Nix 3 t-\JlllJJIC'Lt/ 


^RO 




1172 


gil2803383 


Homo sapiens 


clone MGC:2099 IMAGE:3051525, 

tnRlSJA c rxTnTil p+f^ f no 
IXlXvlN^A-j L/L/lll^JlC-lC- LUa. 


376 


68 


1172 


gil3111983 


Homo sapiens 


clone MGC:4221 IMAGE: 295 8347, 

lllXvlN/A., L-<JII1|J1CLC lUd. 


376 


68 


1173 


gi 13623421 


Homo saoiens 


Similar to RIKEN cDNA 5730589L02 

KJ XXX XX 1CXX lr v-r IVllV 1 /X " Vl_/1 ii L w/ / V/ w* VJ X_/ W xw 

gene, clone MGC.13124 

IMAGE:4 110925, mRNA, complete cds. 


380 


69 


1173 


gil2803383 


Homo sapiens 


clone MGC:2099 IMAGE:3051525, 
mRNA, complete cds. 


376 


68 


1173 


gil31 11983 


Homo sapiens 


clone MGC:4221 IMAGE:2958347, 
mRNA, complete cds. 


376 


68 


1174 


gi 13 623421 


Homo sapiens 


Similar to RIKEN cDNA 5730589L02 
gene 


1830 


99 


1174 gil9484086 


Mus musculus 


RIKEN cDNA 57305S9L02 gene 


1802 


95 
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1174 



1175 



1175 



1175 



1176 



1176 



1176 



1177 



1177 



1177 



1178 



179 
TABLE 2 A 



Hit ID 



Species 



gi 1699265 Homo sapiens 



Description 



gi 1 3 1 82755 | Homo sapiens 



gi 15 9293 09 | Homo sapiens 



gi881499 



Mus musculus 



gi552075 



Chironomus 
tentans 



gil5419013 



Toxoplasma 
gondii 



gil56534 



Chironomus 
tentans 



gi5458910 



Pyrococcus 
abyssi 



gi487272 



Enterococcus 
hirae 



gi9229886 



Ciona 
intestinalis 



gi2 1554060 



Arabidopsis 
thaliana 



1178 gi205640 



Rattus 
norvegicus 



1178 1 gi4028904 



Rattus 
norvegicus 



1179 gi 18375961 



Neurospora 
crassa 



malignant cell expression-enhanced 
gene/tumor progression-enhanced gene 



S 

score 



930 



Percentage 
identity 



81 



HPHRP 



phosphotriesterase related 



parathion hydrolase (phosphotriesterase)- 
related protein 



giant secretory protein 



subtilisin-like protein 



giant secretory protein (gsp) 



1210 



100 



1210 



1069 



100 
86 



71 



28 



71 



34 



FLAGELLA-RELATED PROTEIN C 



Na+ -ATPase subunit F 



ezrin/radixin/moesin (ERM)-like protein 



phytocyanin 



acetylcholine receptor alpha subunit 



nicotinic acetylcholine receptor alpha 4 
subunit 



related to ARCA protein 



1179 gi2935025 



Rhodococcus 
opacus 



1179 | gil3421646 



Caulobacter 

crescentus 

CB15 



1180 gil4348558 Homo sapiens 



1180 | gi 1245 184 



1180 | gi6137097 



1181 | gil9528151 
1181 gi 16768554 



Danio rerio 



Homo sapiens 



1181 gi7291750 



1182 gi!3377880 



1182 gil3377882 



Drosophila 
melanogaster 
Drosophila 
melanogaster 



protocatechuate dioxygenase alpha 
subunit 



spoU rRNA methylase family protein 



66 



28 



103 



24 



90 



31 



111 



27 



44 



53 



53 



43 



44 



44 



53 



38 



39 



cDNA encoding protease domain of 
endotheliase 1 



ZgOl 



serine protease DESC1 



Drosophila 
melanogaster 



Cricetulus 
longicaudatus 



1182 I gi21626587 



1183 gil91185 



1183 



1183 



1184 



1184 



gi5921491 



gil6306618 



Cricetulus 
longicaudatus 



Drosophila 
melanogaster 



Cricetulus 
griseus 



Homo sapiens 



gil 1907580 



gi5231131 



Homo sapiens 



Mus musculus 



Homo sapiens 



AT26759p 
GM08606p 



82 



82 



CG4065-PA 



arginine N-methyltransferase p82 isoform 



argmme N-methyltransferase p77 isoform 



CG9882-PA 



phosphatidylserine decarboxylase 



dJ858B16.2 (phosphatidylserine 
decarboxylase (PSSC, EC 4.1.1.65)) 



phosphatidylserine decarboxylase 



TSC22-related inducible leucine zipper 
3c 



TSC-22 related protein 



59 



3253 



3253 



1213 



1130 



1220 



1220 



44 



38 



40 



38 



33 



38 



35 



85 



85 



36 



88 



96 



96 



894 



460 



87 



98 
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1184 


gi5919161 


Homo sapiens 


TSC-22-like Protein 


460 


98 


1185 


gil3874437 


Homo sapiens 


cerebral protein- 1 1 


1461 


68 


1185 


gi 15292367 


Drosophila 
melanogaster 


LD47668p 


510 


41 


1185 


g i2443444 


Homo sapiens 


TEX28 


310 


40 


1186 


gi 13543 940 


Homo sapiens 


Similar to RIKEN cDNA 2610017G09 
gene 


2568 


99 


1186 


gi 18204520 


Mus musculus 


RIKEN cDNA 2610017G09 gene 


2381 


91 


1186 


gil6923351 


Homo sapiens 


RbBP-35 


1434 


99 


1187 


gi 18676660 


Homo sapiens 


FLJ00229 protein 


931 


91 

j— = 


1187 


gi5824711 


Caenorhabditis 
elegans 


similar to 7TM chemoreceptor (srd- 
family) 


80 


20 


1187 


gi8825622 


Rattus 
norvegicus 


T cell receptor 


68 


36 


1188 


gi 178653 11 


Homo sapiens 


dipeptidyl peptidase-like protein 9 


4646 


100 


1188 


gill095188 


Homo sapiens 


dipeptidyl peptidase 8 


2876 


60 


1188 


gi21265133 


Homo sapiens 


Similar to dipeptidylpeptidase 8 


2217 


58 


1189 


gil7865311 


Homo sapiens 


dipeptidyl peptidase-like protein 9 


4069 


100 


1189 


gill095188 


Homo sapiens 


dipeptidyl peptidase 8 


2454 


59 


1189 


gi2 1265 133 


Homo sapiens 


Similar to dipeptidylpeptidase 8 


2455 


56 


1190 


gil7865311 


Homo sapiens 


dipeptidyl peptidase-like protein 9 


4542 


98 


1190 


gill095188 


Homo sapiens 


dipeptidyl peptidase 8 


2810 


60 


1190 


gi2 1265 133 


Homo sapiens 


Similar to dipeptidylpeptidase 8 


2151 


57 


1191 


gi337508 


Homo sapiens 


ribosomal protein 


554 


99 


1191 


gi57724 


Rattus rattus 


ribosomal protein S25 


554 


99 


1191 


gi 12 805251 


Mus musculus 


ribosomal protein S25 


554 


99 


1192 


gi208176 


synthetic 
construct 


D2-T antigen 


61 


40 


1193 


gi7328583 


Drosophila 
melanogaster 


mechanosensory transduction channel 
NOMPC 


851 


28 


1193 


gi7385113 


Bos taurus 


ankyrin 1 


777 


30 


1193 


gi 11065673 


Caenorhabditis 
elegans 


Y71A12B.4 


778 


28 


1194 


gi7672669 


Homo sapiens 


serine protease Htra2 


1890 


100 


1194 


gi 12652695 


Homo sapiens 


HtrA-like serine protease 


1890 


100 


1194 


gi5870865 


Homo sapiens 


serine protease 


1890 


100 


1195 


g i349449 


Homo sapiens 


A3 adenosine receptor 


904 


100 


1195 


gi 13559064 


Homo sapiens 


bA552Ml 1.6 (adenosine A3 receptor) 


904 


100 


1195 


gi20988265 


Homo sapiens 


adenosine A3 receptor | 


904 


100 


1196 


gi21645219 


Drosophila 
melanogaster 


CGI 5671 -PA 


299 


37 


1196 


gi98641S5 


Drosophila 
melanogaster 


Crossveinless 2 


299 


37 


1196 


gi7768636 


Xenopus laevis 


Kielin 


276 


34 


1197 


gi 18480772 


Mus musculus 


olfactory receptor MOR101-2 


1415 


84 


1197 


gi 18479346 


Mus musculus 


olfactory receptor MORI 01-1 


1334 


82 


1197 


gi3769616 


Rattus 
norvegicus 


olfactory receptor 


973 


86 


1198 


gi498768 


Serratia 
marcescens 


Deoxyadenosyl-methyltransferase 


339 


51 


1198 


gi 10799034 


Vibrio cholerae 


DNA adenine methyl ase 


332 


54 


1198 


gil0799036 


Yersinia 

pseudotubercul 

osis 


DNA adenine methylase 


331 


52 
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1199 


gi 16974751 


Gallus gallus 


CALII 


338 


37 


1199 


gi666121 


Xenopus laevis 


cpl-1 


293 


33 


1199 


gil213589 


Xenopus laevis 


Prostaglandin D Synthase 


292 


33 


1200 


gi22296200 


Thermosynecho 
coccus 

elongatus BP-1 


asparaginyl-tRNA synthetase 


1057 


46 


1200 


gil7132791 


Nostoc sp. PCC 
7120 


asparaginyl-tRNA synthetase 


1027 


46 


•* /""V /-\ 

1200 


gil9713460 


Fusobacterium 
nucleatum 
subsp. 
nucleatum 
ATCC 25586 


Asparaginyl-tRNA synthetase 


1013 


43 


1201 


gil8088970 


Homo sapiens 


Similar to RIKEN cDNA 4933400E14 
gene 


1263 


99 


1 OA 1 

1201 


gi20067381 


Homo sapiens 


ALMS1 protein 


249 


41 


120 1 


gi2 1552774 


Mus musculus 


Almstrom syndrome 1 protein 


219 


38 


1202 


gi347134 


Homo sapiens 


succinate dehydrogenase flavoprotein 
subunit 


495 


92 


1202 


gil2655061 


Homo sapiens 


succinate dehydrogenase complex, 
subunit A, flavoprotein (Fp) 


495 


92 


IZUZ 


gi506338 


Homo sapiens 


flavoprotein subunit of complex II 


495 


92 


1203 


gi 18490322 


Homo sapiens 


Similar to RIKEN cDNA 6330404M18 
gene _ 


2241 


99 

J 


1203 


gi2 1928 186 


Mus musculus 


GPI-gamma 4; GPIgamma4 ~ 


1471 


61 


1203 


gi 17946082 . 


Drosophila 
melanogaster 


RE54096p 


688 


47 


1ZU4 


gi9957l 65 


Homo sapiens 


alphaCP-3 


1722 


100 


1 orv>4 


gi995716l 


Mus musculus 


alphaCP-3 


1708 


99 


1204 


gil50823ll 


Homo sapiens 


Similar to poly(rC)-binding protein 3 


840 


99 


i one 

1205 


gil4574H8 


Caenorhabditis 
elegans 


C. elegans DPY-19 protein 
(corresponding sequence F22B7.10) 


239 


31 


1 on« 


gu2328595 


XT a t 

Heterodoxus 
macropus 


NADH dehydrogenase subunit 2 


79 


29 


JLZU3 


'1 OTTO .mi" 

gil 5378695 


Buxo maculatus 


NADH dehydrogenase subunit 2 


75 


24 


1206 


gi 189760 


Homo sapiens 


pyruvate dehydrogenase beta-subunit 


1710 


96 


1206 


gi 189762 


Homo sapiens 


pyruvate dehydrogenase El -beta subunit 


1710 


96 


1206 


gi 190792 


Homo sapiens 


pyruvate dehydrogenase El -beta subunit 
precursor 


1710 


96 


1207 


gi688292 


Homo sapiens 


calmitine; calsequestrine 


2029 


100 


1207 


gi26 18621 


Mus musculus 


skeletal muscle calsequestrin 


1938 


94 


1207 


gi 164842 


Oryctolagus 
cuniculus 


calsequestrin 


1908 


94 


1208 


gi22295775 


Thermosynecho 
coccus 

elongatus BP-1 


periplasmic sugar-binding protein of 
sugar ABC transporter 


65 


35 

i 


1208 


ei2622963 


ivie uianoinermo 
bacter 

thermautotrophi 
cus str. Delta H 


conserved protein 


59 


30 


1208 


gi 18377999 


Drysdalia 
coronata 


NADH dehydrogenase subunit 1 


61 


34 


1209 


gill 034760 


Homo sapiens 


NIBAN 


3692 


99 


1209 


gi 10432376 


Homo sapiens 


bG56G5.1 (novel protein) 


3334 


99 


1209 


gi 11022733 


Mus musculus 


Niban 


2320 


67 
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1910 


glZyoZDUo 


T~ T 

Homo sapiens 


TCR beta chain 


1292 


93 


1210 


giouuzyzD 


Homo sapiens 


T cell receptor beta chain 


1281 


93 


1210 


gi36733 


Homo sapiens 


T cell antigen receptor beta chain 


1028 


75 


1211 


gil2006041 


Homo sapiens 


AD038 


761 


ys | 


1211 


gil4 189960 


Homo sapiens 


PRO0764 


141 


53 


1211 


gi 19072857 


Homo sapiens 


lung squamous cell cancer related protein 
LSCC-3 


129 


60 


1 O 1 O 


gizyy^/iy 


TT * 

Homo sapiens 


protocadherin 43 


4792 


100 


1911 


i cri9nn79'70A 

I gizuu/z/yu 


Homo sapiens 


protocadherin gamma subfamily Q 3 


4777 


99 


1911 


1 gij^joy / / 


Homo sapiens 


protocadherin gamma C3 


4777 


99 


1214 

1914 


gi337487 

1 gll /yooZ 


Homo sapiens 
Homo sapiens 


Ro nbonucleoprotein autoantigen (Ro/SS- 

A) precursor 

calreticulin 


1747 


99 


1914 


1 rri999nQ Q *Z A 


Cncetulus 
griseus 


calreticulin 


1747 
1687 


99 
95 


1215 


1 cn 9000^4 
| gizuu^o^t 


Mus musculus 


serine 2 ultra high sulfur protein 


319 


52 


1215 


cn!99&917 


Homo sapiens 


ultra high sulfer keratin 


281 


49 


121 5 


o-i90nQ£9 
1 gizuu:?oz 


Mus museums 


serine 1 ultra high sulfur protein 


281 


50 


1216 


gi 13 940422 


Macaca 
syivanus 


ATPase subunit 8 


56 


31 


1217 


gi5917716 


Gallus gallus 


sprouty 2 


60 


45 


1 217 


cri 1497*1701 


Influenza virus 


matrix protein 2 


62 


32 


1217 


gi2738577 


Homo sapiens 


connexin46.6 


54 


50 


1 9 1 a 


gll /ZZ37U9 


Homo sapiens 


selenoprotein SelM 


235 


100 


1218 

ioio 


gil7223711 


Mus musculus 


selenoprotein SelM 


188 


78 


IZlO 


gi /J 60925 


Bos taurus 


Fc gamma receptor III 


73 


45 


1219 


gi 15 025 778 


Clostridium 
acetobutyhcum 


Predicted membrane protein 


50 


36 ~1 


1219 


gil3752743 


Serratia 
marcescens 


TrpG 




51 


1 91 Q 

1Z 1 1 


gizuyuoyyi 


Jvlethanosarcina 
mazei Goel 


Cation transporter 


62 


29 


1990 


glDJOojo 


Neisseria 
gonorrhoeae 


Opal5063G 


60 


50 


1220 


gi 1480793 


Neisseria 


Opall 


^ c> 

JO [ 


47 






meningitidis 


1 991 

1221 


giyyzyou 
gil89151 


Homo sapiens 
Homo sapiens 


OPN-c 


1426 


98 


1 991 


rri 1 Afl 1 

giiuuiyoJ 


T T ' 

Homo sapiens 


nephropontin precursor 
osteopontin 


1377 
1377 


90 
90 


1223 


gil8088363 


Homo sapiens 


advanced glycosylation end product- 
specific receptor 


2004 


99 


1223 
1223 


gil841550 

,gi6691626 


Homo sapiens 
Homo sapiens 


receptor for advanced glycosylation end 
products 


2004 


99 


1224 


gi3 157464 


Thermus sp. A4 


advanced glycation endproducts receptor 
integral membrane protein 


2004 
77 


99 
38 


1224 


gi8778370 


ArabidoDsis 
thaliana 


F1 504 91 


65 


37 


1224 
1225 


gi 15 156782 
gi37231 


Agrobacterium 
tumefaciens str. 
C58 (Cereon) 
Homo sapiens 


AGR_C_3106p 
DNA topoisomerase II 


59 
8061 


34 

99 , 


1225 
1225 , 


gi3869382 
gi790988 < 

] 


Homo sapiens 

Cricetulus 

ongicaudatus 


DNA topoisomerase II beta 

DNA topoisomerase (ATP-hydrolysing) 


8048 
7892 ! 


99 
97 
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1226 


gil0041309 


Homo sapiens 


hFATPl 


3336 


98 


1226 


gil881713 


Rattus 
norvegicus 


fatty acid transport protein 


3031 


87 


1226 


gil0041307 


Rattus sp. 


rFATP 


3031 


87 


1227 


gi3309176 


Mus musculus 


COP9 complex subunit 7b 


796 


94 


1227 


gil5215085 


Mus musculus 


Similar to COP9 (constitutive 
photomorphogenic), subunit 7b 
(Arabidopsis) 


793 


93 


1227 


gil9909525 


Homo sapiens 


DERP10 (dermal papilla derived protein 
10) 


467 


56 


1228 


gi6942096 


Mus musculus 


CBLN3 


938 


93 


1228 


gi 180251 


Homo sapiens 


precerebellin 


551 


58 


1228 


gi5702371 


Mus musculus 


precerebellin-1 


544 


57 


1229 


gil7861952 


Drosophila 
melanogaster 


LD01947p 


1384 


50 


1229 


gi6850946 


Homo sapiens 


dJ322I12.1 (novel protein similar to C. 
elegans C05C8.6 (Tr:016313)) 


336 


100 


1229 


gi21411108 


Mus musculus 


Similar to BTB domain protein BDPL 


211 


32 


1230 


gi8132557 


Drosophila 
melanogaster 


ankyrin 2 


729 


30 


1230 


gi710551 


Mus musculus 


ankyrin 3 ! 


734 


29 


1230 


gil841966 


Rattus 
norvegicus 


ankyrin 


700 


30 


1231 


gi2 16672 12 


Homo sapiens 


bactericidal/permeability-increasing 
protein-like 2 


2384 


98 


1231 


gi203 87085 


Oncorhynchus 
mykiss 


LBP (LPS binding protein)/BPI 

(bactericidal/permeability-increasing 

protein)-! 


672 


31 


1231 


gi20387087 


Oncorhynchus 
mykiss 


LBP (LPS binding protein)/BPI 
(bactericidal/permeability-increasing 
protein) like-2 


667 


30 


1232 


gi2 16672 12 


Homo sapiens 


bactericidal/permeability-increasing 
protein-like 2 


2389 


99 


1232 


gi20387085 


Oncorhynchus 
mykiss 


LBP (LPS binding protein)/BPI 

(bactericidal/permeability-increasing 

protein)-! 


664 


31 


1232 


gi20387087 


Oncorhynchus 
mykiss 


LBP (LPS binding protein)/BPI 
(bactericidal/permeability-increasing 
protein) like-2 


659 


30 


1233 


gi2 16672 12 


Homo sapiens 


bactericidal/permeability-increasing 
protein-like 2 


2595 


99 


1233 


gi20387085 


Oncorhynchus 
mykiss 


LBP (LPS binding protein)/BPI 
(bactericidal/permeability-increasing 
protein)- 1 


698 


31 


1233 


gi20387087 


Oncorhynchus 
mykiss 


LBP (LPS binding protein)/BPI 
(bactericidal/permeability-increasing 
protein) like-2 


693 


30 


1234 


gil9569876 


Dictyostelium 
discoideum 


SIMILAR TO HYPOTHETICAL 26.2 
KD PROTEIN 


247 


26 


1234 


gi2191168 


Arabidopsis 
thaliana 


contains similarity to myosin heavy chain 


187 


27 


1234 


gi603379 


Saccharomyces 
cerevisiae 


Yerl39cp 


145 


28 


1235 


gil 1493528 


Homo sapiens 


PRO 195 3 


671 


100 


1235 


gi!9912632 


Eulemur 


MHC class II antigen 


56 


33 
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rubriventer 








1235 


gil9912630 


Eulemur 
macaco macaco 


MHC class II antigen 


55 


33 


1236 


gil7065951 


Ostertagia 
ostertagi 


collagen 


70 


35 


1236 


gil58077 


Drosophila 
robusta 


period protein 


69 


38 


1236 


gi497417 


Glycine max 


dehydrin-like protein 


81 


27 


1237 


gi3068592 


Mus museums 


punc 


2396 


94 


1237 


gil9570398 


Homo sapiens 


hDDM36 


890 


41 


1237 


gill 862941 


Mus musculus 


DDM36E 


892 


41 


1238 


gil2667401 


Homo sapiens 


NUF2R 


2347 


99 


1238 


gi 143 17902 


Homo sapiens 


kinetochore protein Nuf2 


2347 


99 


1238 


gi 12667403 


Mus musculus 


NUF2R 


1754 


73 


1239 


gi2494126 


Arabidopsis 
thaliana 


Contains similarity to Chlamydia outer 
membrane protein (gb]X53512). 


94 


23 


1239 


gil9887475 


Methanopyrus 
kandleri AVI 9 


Uncharacterized protein conserved in 
archaea 


68 


34 


1239 


gi2 1646 173 


Chlorobium 
tepidum TLS 


ribosomal protein S20 


67 


29 


1240 


gi21634825 


Homo sapiens 


semaphorin 6D isoform 4 


5658 


98 


1240 


gi2 1634823 


Homo sapiens 


semaphorin 6D isoform 3 


3106 


96 


1240 


gi21634827 


Homo sapiens 


semaphorin 6D isoform 1 


3106 


99 


1241 


gi9949555 


Pseudomonas 
aeruginosa 


probable pyruvate dehydrogenase El 
component, alpha subunit 


71 


35 


1241 


gi48708 


Mycobacterium 
tuberculosis 


ORFal (AA 1 - 74) 


58 


37 


1241 


gi307352 


Homo sapiens 


prothymosin alpha 


54 


35 


1242 


gi9106331 


Xylella 
fastidiosa 9a5c 


3-dehydroquinate synthase 


43 


34 


1242 


gi 13700302 


Staphylococcus 

X J 

aureus subsp. 
aureus N315 


xanthine phosphoribosyltransf erase 


45 


35 


1242 


gi21203529 


Staphylococcus 
aureus subsp. 
aureus MW2 


xanthine phosphoribosyltransferase 


45 


35 


1243 


gi21671105 


Homo sapiens 


RAD52B 


1134 


100 


1243 


gi20070921 


Mus musculus 


RIKEN cDNA 2410008M22 gene 


829 


74 


1243 


gi21 594785 


Homo sapiens 


Similar to RIKEN cDNA 2410008M22 
gene 


572 


97 


1244 


gi6013381 


Rattus 
norvegicus 


TM6P1 


147 


47 


1244 


gil9353944 


Mus musculus 


RIKEN cDNA 2610318G18 gene 


127 


31 


1244 


gi20270909 


Oncorhynchus 
mykiss 


VHSV-induced protein- 6 


118 


31 


1245 


gi6013381 


Rattus 
norvegicus 


TM6P1 


272 


36 


1245 


gi21428644 


Drosophila 
melanogaster 


LP10820p 


256 


42 


1245 


gi20270909 


Oncorhynchus 
mykiss 


VHSV-induced protein-6 


190 


29 


1246 


gil 1993700 


Homo sapiens 


melastatin 2 


1194 


100 


1246 


gi3243075 


Homo sapiens 


melastatin 1 


1057 


83 


1246 


gi3047242 


Mus musculus 


melastatin 


1050 


83 


1247 


gil 8044366 


Homo sapiens 


Similar to MEGF10 protein 


3468 


99 
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1247 


gil7386053 


Mus musculus 


Jedi protein 


2280 


51 


1247 


gi 1825265 8 


Mus musculus 


Jedi-736 protein 


2280 


51 


1248 


gi20987880 


Mus musculus 


Similar to PTH-responsive osteosarcoma 
Bl protein 


3586 


87 


1248 


gi4588087 


Homo sapiens 


PTH-responsive osteosarcoma Bl protein 


2264 


92 


1248 


gi21595711 


■— ■ — -i — — 1 

Homo sapiens 


Similar to PTH-responsive osteosarcoma 
Bl protein 


1546 


100 


1249 


gil9913471 


Homo sapiens 


similar to dJ84N20.1.1 (novel protein, 
isoform 1) 


1265 


99 


1249 


gil3591434 


Homo sapiens 


dJ84N20.L2 (novel protein, isoform 2) 


1160 


100 


1249 


gil3591435 


Homo sapiens 


dJ84N20.1.1 (novel protein, isoform 1) 


976 


99 


1250 


gil6605581 


Homo sapiens 


H-revl07~like protein 5 


1451 


100 


1250 


gi21707989 


Homo sapiens 


Similar to H-revl07-like protein 5 


1376 


96 


1250 


gi6048565 


Homo sapiens 


retinoid inducible gene 1 


382 


54 


1251 


gi21263094 


Rattus 
norvegicus 


tramdorin 1 


1667 


81 


1251 


gi2 1263 092 


Mus musculus 


tramdorin 1 


1664 


82 


1251 


gi21908026 


Mus musculus 


proton/amino acid transporter 2 


1664 


82 


1252 


gi 1457 1904 


Rattus 
norvegicus 


lysosomal amino acid transporter 1 


1690 


87 


1252 


gi21908024 


Mus musculus 


proton/amino acid transporter 1 


1685 


87 


1252 


gi2 1263 092 


Mus musculus 


tramdorin 1 


1294 


66 


1253 


gi21595630 


Homo sapiens 


Similar to forkhead box L2 


75 


44 


1253 


gil0580569 


Halobacterium 
sp. NRC-1 


trans lesion repair; YqjH 


69 


51 


1253 


gi557673 


Sus scrofa 


BM88 antigen 


72 


41 


1254 


gil669500 


Mus musculus 


fibroblast growth factor homologous 
factor 1 


917 


90 


1254 


gil563885 


Homo sapiens 


fibroblast growth factor homologous 
factor 1 


917 


90 


1254 


gil4317951 


Rattus 
norvegicus 


fibroblast growth factor homologous 
factor IB 


916 


98 


1255 


gil3529143 


Homo sapiens 


Similar to RIKEN cDNA 1700010H15 
gene 


779 


100 


1255 


gi 19263 005 


Ciona 
intestinalis 


leucine-rich repeat dynein light chain 


759 


75 


1255 


gi2760161 


Anthocidaris 
crassispina 


outer arm dynein light chain 2 


656 


68 


1256 


gil2666529 


Mus musculus 


h,b-carotene-9', 1 O'-di oxygenase 


2356 


80 


1256 


gi4001821 


Ambystoma 
tigrinum 


RPE65 protein; retinal pigment 
epithelium 6 5 -protein 


1125 


44 


1256 


gi 11990268 


Mus musculus 


beta,beta-carotene 15,15 -di oxygenase 


1110 


42 


1257 


gil2666529 


Mus musculus 


b,b-carotene-9', 1 0 ! -dioxygenase 


2305 


81 


1257 


gi4001821 


Ambystoma 
tigrinum 


RPE65 protein; retinal pigment 
epithelium 65 -protein 


1122 


44 


1257 


gil 1990268 


Mus musculus 


beta,beta-carotene 15,15 -dioxygenase 


1113 


42 


1258 


gil8490501 


Mus musculus 


RIKEN cDNA 2010002A20 gene 


868 


76 


1258 


gi61 


Bos taurus 


calmodulin-independent adenylate 
cyclase 


166 » 


29 


1258 


gil5559697 


Homo sapiens 


Similar to neural cell adhesion molecule 1 


165 


29 


1259 


gi2 1748488 


Homo sapiens 


FLJ00277 protein 


50 


52 


1259 


gi2331293 


Mus musculus 


preprocortistatin 


73 


40 


1259 


gil335910 


Rattus 
norvegicus 


preprocorti statin 


58 


36 
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1260 


gi 1079734 


Mus musculus 


citron 


1291 


94 


1260 


gi3599509 


Mus musculus 


rho/rac-interacting citron kinase 


1286 


94 


1260 


gi2745840 


Rattus 
norvegicus 


postsynaptic density protein; citron 


1262 


93 


1261 


gil4715029 


Mus musculus 


serine (or cysteine) proteinase inhibitor, 
clade E (nexin, plasminogen activator 
inhibitor type 1), member 2 


407 


39 


1261 


gi551065 


Mus musculus 


protease-nexin 1 


406 


38 


1261 


gi412157 


Homo sapiens 


glia-derived neurite-promoting factor 
(GdNPF) 


397 


38 


1262 


gi4323581 


Homo sapiens 


senescence-associated epithelial 
membrane protein 


223 


97 


1262 


gil5214678 


Homo sapiens 


claudin 1 


223 


97 


1262 


gi7381083 


Homo sapiens 


claudin-1 


223 


97 


1263 


gi2 1634445 


Homo sapiens 


GTP-binding protein Sara 


449 


57 


1263 


gil3542685 


Mus musculus 


SARI protein 


446 


54 


1263 


gi8926205 


Homo sapiens 


SARI 


445 


54 


1264 


gil 1558264 


Homo sapiens 


sphingosine- 1 -phosphatase 


697 


37 


1264 


gi 13447 199 


Homo sapiens 


sphingosine- 1 -phosphate phosphatase 


683 


37 


1264 


gi9623190 


Mus musculus 


sphingosine- 1 -phosphate 
phosphohydrolase 


691 


38 


1265 


gil4 


Bos taurus 


BoWCl.l 


1026 


37 


1265 


gi5 107945 


Homo sapiens 


CD 163 


1093 


40 


1265 


gi312142 


Homo sapiens 


M130 antigen 


1093 


40 


1266 


gil4 


Bos taurus 


BoWCl.l 


1026 


37 


1266 


gi5 107945 


Homo sapiens 


CD 163 


1093 


40 


1266 


gi312142 


Homo sapiens 


Ml 30 antigen 


1093 


40 


1267 


gil8873700 


Necator 
americanus 


NADH dehydrogenase subunit 2 


69 


32 


1267 


gi20338417 


Gallus gallus 


potassium channel subunit 


57 


31 


1267 


gi396416 


Escherichia coli 


similar to Neurospora crassa phosphate- 
repressible phosphate permease 


72 


42 


1268 


gi21619491 


Homo sapiens 


similar to expressed sequence AW049604 


778 


100 


1268 


gi65 72294 


Homo sapiens 


bA262A13.1 (novel protein) 


251 


49 


1268 


gil61662 


Tribolium 
castaneum 


zinc finger protein 


60 


26 


1269 


gi21591552 


Haemophilus 
influenzae 
biotype 
aegyptius 


cell filamentation-like protein 


55 


31 


1269 


gil 762771 


Pleurodeles 
waltl 


homeodomain-containing protein 


66 


35 


1269 


gil9528253 


Drosophila 
melanogaster 


GH13327p 


53 


41 


1270 


gil8033185 


Danio rerio 


UNC45 -related protein 


3103 


73 


1270 


gil2248757 


Homo sapiens 


SMAP-1 


2393 


57 


1270 


gil 2248771 


Homo sapiens 


SMAP-lb 


2393 


57 


1271 


gi2 1064657 


Drosophila 
melanogaster 


RH01479p 


185 


39 


1271 


gi7304173 


Drosophila 
melanogaster 


CG1577-PA 


185 


39 


1271 


gi20150011 


Pseudomonas 
fluorescens 


MmpIV 


89 


36 


1272 


gi9366656 


Trypanosoma 


probable similar to ring-h2 finger protein 


76 


55 
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brucei 


rhala. 






1272 


gi67 14271 


Arabidopsis 
thaliana 


F6N18.7 


59 


36 


1272 


gi 10440424 


Homo sapiens 


FLJ00047 protein 


74 


50 


1273 


gi 15 823 642 


Homo sapiens 


ALS2CR7 


2038 


100 


1273 


gi2645810 


Mus musculus 


Pftaire-1 


1195 


68 


1273 


gi2392814 


Mus musculus 


PFTAIRE kinase 


1190 


67 


1274 


gi2407911 


Homo sapiens 


differentially expressed in Fanconi 
anemia 


714 


96 


1274 


gi21595389 


Homo sapiens 


similar to FYVE finger-containing 
phosphoinositide kinase (1- 
phosphati dylinositol-4-phosphate kinase) 
(PIP5K) (PtdIns(4)P-5-kinase) (p235) 


89 


27 


1274 


gi330134 


human 
herpesvirus 1 


latency-related protein 1 


87 


46 


1275 


gi2 1908028 


Homo sapiens 


a disintegrin and rnetalloprotease domain 
33 


4205 


97 


1275 


gil8147612 


Homo sapiens 


rnetalloprotease disintegrin 


4204 


97 


1275 


gil3157560 


Homo saniens 


dJ964F7.1 (novel disintegrin and 
reprolysin metalloproteinase family 
protein) 


3916 


97 


1276 


gi530876 


Chlamydomona 
s reinhardtii 


amino acid feature: Rod protein domain, 
aa 266 ..468; amino acid feature: 
globular protein domain, aa 32 .. 265 


138 


35 


1276 


gil41852 


Actinomyces 
viscosus 


sialidase 


137 


30 


1276 


gil3926258 


Arabidopsis 
thaliana 


AT5 g 1 043 0/F 1 2B 1 7_220 


110 


34 


1277 


gil5291913 


Drosophila 
melanogaster 


LD31582p 


201 


36 


1277 


gi 16648042 


Drosophila 
melanogaster 


GH07105p 


131 


39 


1277 


gil6416111 


Neurospora 
crassa 


related to suppressor protein SPT23 


129 


43 


1278 


gi544755 


Oryctolagus 
cuniculus 


aminopeptidase N; APN 


1016 


38 


1278 


gi525287 


Sus scrofa 


aminopeptidase N. 


1012 


39 


1278 


gi205109 


Rattus 
norvegicus 


kidney Zn-peptidase precursor 


1004 


39 


1279 


gil3559063 


Homo sapiens 


bA552M11.5 (novel protein) 


747 


100 


1279 


gi9963863 


Homo sapiens 


AD026 


738 


98 


1279 


gi 19263 987 


Homo sapiens 


similar to CMRF35 ANTIGEN 
PRECURSOR 


131 


32 


1280 


gi2773306 


Equus caballus 


type II collagen 


69 


31 


1280 


gi3687594 


Canis familiaris 


type IIB procollagen 


69 


31 


1280 


gi8918871 


YccA of 
plasmid Collb- 
P9] [Plasmid F 


96 pet identical to gp:AB021078_30 


64 


26 


1281 


gi9927307 


Mus musculus 


junctophilin type 3 


59 


42 


1281 


gi5881591 


Gallus gallus 


homeodomain protein 


78 


38 


1281 


gill095167 


Bacteriophage 
AR1 


gp38 


76 


34 


1282 


gil3938232 


Homo sapiens 


Similar to RIKEN cDNA 2610005H1 1 
gene 


78 


32 


1282 


gi!3883774 


Mycobacterium 


NAD- dependent epimer as e/ dehy dr at as e 


83 


31 
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tuberculosis 
CDC 1551 


family protein 






1282 


gi5881591 


Gallus gallus 


homeodomain protein 


78 


38 


1283 


gil3938232 


Homo sapiens 

It 


Similar to RIKEN cDNA 2610005H1 1 
gene 


78 


32 


1283 


gil3883774 


Mycobacterium 

tuberculosis 

CDC1551 


NAD-dependent epimerase/dehydratase 
family protein 


83 


31 


1283 


gi5881591 


Gallus gallus 


homeodomain protein 


78 


38 


1284 


gil5779156 


Homo sapiens 


Similar to RIKEN cDNA 1810073N04 
gene 


4057 


100 


1284 


gil3097045 


Mus musculus 


Similar to RIKEN cDNA 1810073N04 
gene 


1727 


91 


1284 


gi 184473 8 8 


Drosophila 
melanogaster 


RE05944p 


716 


32 


1285 


gi21626874 


Drosophila 
melanogaster 


CG9410-PB 


354 


46 


1285 


gi7302281 


Drosophila 
melanogaster 


CG9410-PA 


354 


46 


1285 


gi2 1166086 


Dictyostelium 
discoideum 


Nucleoside diphosphate kinase 


164 


30 


1286 


gi20977688 


Xenopus laevis 


tumorhead 


146 


33 


1286 


gil9070822 


Mus musculus 


Myb protein P42POP 


132 


29 


1286 


gi9652255 


Ovis aries 


DNA binding protein pur-alpha 


76 


26 


1287 


gi 1006932 


Visna virus 


envelope polyprotein 


61 


48 


1287 


gi6469042 


Mus musculus 


C184M protein 


73 


28 


1287 


gi20988388 

warn* 


Mus musculus 


Similar to mammary tumor virus receptor 
2 


73 


28 


1288 


gil2309630 


Homo sapiens 


bA438B23.1 (neuronal leucine-rich 
repeat protein) 


319 


31 


1288 


gi6273399 


Homo sapiens 


melanoma-associated antigen MG50 


322 


31 


1288 


gil504040 


Homo sapiens 


similar to D.melanogaster 
peroxidasin(Ul 1052) 


322 


31 


1289 


gi 16769274 


Drosophila 
melanogaster 


LD22423p 


222 


24 


1289 


gil 8700635 


Homo sapiens 


importin 4 


113 


23 


1289 


gi 13277562 


Homo sapiens 


Similar to RIKEN cDNA 8430408015 
gene 


113 


23 


1290 


gi21391486 


Mus musculus 


leucine-rich repeat domain-containing 
protein 


430 


43 


1290 


gi2 1623 740 


Rattus 
norvegicus 


Leucine-rich repeat-containing protein 3 


425 


43 


1290 


gi21391484 


Homo sapiens 


leucine-rich repeat domain-containing 
protein 


392 


39 


1291 


gi2 1624340 


Homo sapiens 


ceramide kinase 


1611 


100 


1291 


gi2 1624342 


Mus musculus 


ceramide kinases 


1374 


86 


1291 


gil6768660 


Drosophila 
melanogaster 


HL01538p 


292 


41 


1292 


gi50369 


Mus musculus 


precursor protein (AA -34 to 244) 


204 


32 


1292 


gi312590 


Mus musculus 


biliary glycoprotein 


204 


32 


1292 


gi3549152 


Homo sapiens 


R29124 1 


187 


32 


1293 


gi50369 


Mus musculus 


precursor protein (AA -34 to 244) 


204 


32 


1293 


gi3 12590 


Mus musculus 


biliary glycoprotein 


204 


32 


1293 


gi3549152 


Homo sapiens 


R29124 1 


187 


32 


1294 


gi21411450 


Mus musculus 


similar to FLJ00179 protein 


1159 


91 
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1294 


gil 8676564 


Homo sapiens 


FLJ00 179 protein 


993 


99 


1294 


gi 17945392 


Drosophila 
melanogaster 


RE17452p 


486 


59 


1295 


gi7708438 


Homo sapiens 


dJ885A10.1 (similar to cerebellin 
precursor) 


1020 


100 


1295 


gi5702371 


Mus musculus 


precerebellin-1 


699 


70 


1295 


gil 80251 


Homo sapiens 


precerebellin 


696 


74 


1296 


gi3901028 


Homo sapiens 


neurotensin receptor 2 


1436 


100 


1296 


gil483580 


Rattus 
norvegicus 


NTR2 receptor 


1073 


76 


1296 


gil 7646096 


Mus musculus 


low affinity neurotensin receptor 


1072 


77 


1298 


gi6624583 


Homo sapiens 


dJ61B2.1 (bullous pemphigoid antigen 1 
(230/240kD) isoform 3) 


1342 
6 


100 


1298 


gi403124 


Homo sapiens 


bullous pemphigoid antigen 


9121 


92 


1298 


gil5077861 


Mus musculus 


bullous pemphigoid antigen 1-e 


6442 


67 


1299 


gi2114176 


Homo sapiens 


p97 homologous protein 


100 


23 


1299 


gil 2654337 


Homo sapiens 


craniofacial development protein 1 


100 


23 


1299 


gi3341899 


Homo sapiens 


BCNT 


100 


23 


1300 


gi6572294 


Homo sapiens 


bA262A13.1 (novel protein) 


499 


100 


1300 


gi21619491 


Homo sapiens 


similar to expressed sequence AW049604 


260 


42 


1300 


gi2460196 


Monodelphis 
domestica 


immunoglobulin Igh@ variable domain 


65 


37 


1301 


gil 8676652 


Homo sapiens 


FLJ00225 protein 


779 


100 


1301 


gi2632952 


Bacillus subtilis 


yebD 


66 


51 


1301 


gi20749947 


Drosophila 
virilis 


fruitless class I male isoform 


50 


40 


1302 


gil 8676652 


Homo sapiens 


FLJ00225 protein 


444 


97 


1302 


gi2632952 


Bacillus subtilis 


yebD 


59 


48 


1303 


gi342299 


Macaca 
fascicularis 


preprosomatostatin 


226 


100 


1303 


gi338288 


Homo sapiens 


preprosomatostatin I 


226 


100 


1303 


gi21619156 


Homo sapiens 


somatostatin 


226 


100 


1304 


gi!4249944 


Homo sapiens 


Similar to bromodomain-containing 4 


109 


30 


1304 


gi2865615 


Leishmania 
peruviana 


acidic ribosomal protein PI 


93 


36 


1304 


gi343452 


Tarsius 
bancanus 


involucrin 


114 


24 


1305 


gi219894 


Homo sapiens 


80K-L protein 


124 


26 


1305 


gil87387 


Homo sapiens 


myristoylated alanine-rich C-kinase 
substrate 


122 


26 


1305 


gil3562004 


Nephila 

madagascariens 

is 


major ampul late spidroin 2-like protein 


140 


33 


1306 


gi2 1744725 


Homo sapiens 


glycosyl-phosphatidyl-inositol-MAM 


1548 


48 


1306 


gi7529597 


Homo sapiens 


dJ402N21.2 (novel protein with MAM 
domain) 


657 


53 


1306 


gi7529598 


Homo sapiens 


dJ402N21.3 (novel protein with 
Immunoglobulin domains) 


591 


52 


1307 


gi4455102 


Brassica rapa 


pollen-specific protein BAN 102 


72 


44 


1307 


gi4096227 


Oryctolagus 
cuniculus 


Ig heavy chain 


68 


31 


1307 


gil7017359 


Talaromyces 
emersonii 


60S ribosomal protein L2 


60 


43 


1308 


gi!7429038 


Ralstonia 


PROBABLE ACYL-COA 


1166 


56 
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solanacearum 


DEHYDROGENASE 
OXIDOREDUCTASE PROTEIN 






1308 


gi9948609 


Pseudomonas 
aeruginosa 


probable acyl-CoA dehydrogenase 


1121 


57 


1308 


gil3421911 


Caulobacter 

crescentus 

CB15 


acyl-CoA dehydrogenase family protein 


1058 


54 


1309 


gi 1742903 8 


Ralstonia 
solanacearum 


PROBABLE ACYL-COA 
DEHYDROGENASE 
OXIDOREDUCTASE PROTEIN 


1166 


56 


1309 


gi9948609 


Pseudomonas 
aeruginosa 


probable acyl-CoA dehydrogenase 


1121 


57 


1309 


gil3421911 


Caulobacter 

crescentus 

CB15 


acyl-CoA dehydrogenase family protein 


1058 


54 


1310 


gi 19070 124 


Mus musculus 


zinc transporter-like 3 protein 


1087 


95 


1310 


gi20563194 


Mus musculus 


zinc transporter 6 


1075 


94 


1310 


gi9803033 


Caenorhabditis 
elegans 


C. elegans TOC-1 protein (corresponding 
sequence ZC395.3) 


279 


38 


1311 


gi854065 


Human 
herpesvirus 6 


U88 


260 


33 


1311 


gi21928439 


Homo sapiens 


seven transmembrane helix receptor 


174 


29 


1311 


gil 8893248 


Pyrococcus 
furiosus DSM 
3638 


smc-like 


177 


24 


1312 


gi5295832 


Homo sapiens 


dJ21018.2 (protein similar to collagen) 


1142 


100 


1312 


gi6526769 


Homo sapiens 


HRIHFB2003 


1055 


97 


1312 


gi7291408 


Drosophila 
melanogaster 


CG11206-PA 


738 


41 


1313 


gil9263985 


Homo sapiens 


Similar to RIKEN cDNA 1300017E09 
gene 


1565 


99 


1313 


gil9528309 


Drosophila 

melanogaster 


LD02310p 


573 


55 


1313 


gi7 106870 


Homo sapiens 


HSPC240 


227 


30 


1314 


gi22090626 


Homo sapiens 


HECT domain protein LASU1 


1169 
0 


99 


1314 


gi6841194 


Homo sapiens 


HSPC272 


9665 


99 


1314 


gi20151907 


Drosophila 
melanogaster 


SD03277p 


1833 


75 


1315 


gi2 1542541 


Homo sapiens 


Similar to HTPAP protein 


766 


100 


1315 


gi 13 182757 


Homo sapiens 


HTPAP 


473 


100 


1315 


gi 14020949 


Arabidopsis 
thaliana 


phosphatidic acid phosphatase 


317 


50 


1316 


gi2 1542541 


Homo sapiens 


Similar to HTPAP protein 


1204 


99 


1316 


gil 3 182757 


Homo sapiens 


HTPAP 


915 


100 


1316 


gil 4020949 


Arabidopsis 
thaliana 


phosphatidic acid phosphatase 


460 


41 


1317 


gil80164 


Homo sapiens 


CD7 antigen protein 


1135 


93 


1317 


gi732757 


Homo sapiens 


CD7 antigen 


1135 


93 


1317 


gi 14424540 


Homo sapiens 


CD7 antigen (p41) 


1135 


93 


1319 


gil 64 16764 


Homo sapiens 


FKSG16 


2369 


99 


1319 


gil3905212 


Mus musculus 


RIKEN cDNA 1200006F02 gene 


1833 


75 


1319 


gil4715055 


Homo sapiens 


Similar to RIKEN cDNA 1 1 10002C08 
gene 


418 


32 


1320 


gil 64 16764 


Homo sapiens 


FKSG16 


323 


98 
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1320 


gil3905212 


Mus musculus 


RIKEN cDNA 1200006F02 gene 


257 


77 


1320 


gil4715055 


Homo sapiens 


Similar to RIKEN cDNA 1 1 10002C08 
gene 


97 


33 


1321 


gil0834558 


Rattus 
norvegicus 


proline arginine-rich end leucine-rich 
repeat protein 


392 


32 


1321 


gi21618473 


Homo sapiens 


proline arginine-rich end leucine-rich 
repeat protein 


389 


32 


1321 


gil 145773 


Homo sapiens 


prolargin 


389 


32 


1322 


gi20258604 


Homo sapiens 


sialic acid binding Ig-like lectin 5 


1473 


84 


1322 


gi24 11475 


Homo sapiens 


OB binding protein-2 


1473 


84 


1322 


gi5759106 


Homo sapiens 


sialic acid binding Ig-like lectin-5; siglec- 
5 


1473 


84 


1323 


gi20258604 


Homo sapiens 


sialic acid binding Ig-like lectin 5 


1375 


87 


1323 


gi2411475 


Homo sapiens 


OB binding protein-2 


1375 


87 


1323 


gi5759106 


Homo sapiens 


sialic acid binding Ig-like lectin-5; siglec- 
5 


1375 


87 


1324 


gi20987759 


Homo sapiens 


Similar to ADAMTS-like 1 


886 


99 


1324 


gil 5099921 


Homo sapiens 


ADAM-TS related protein 1 


874 


98 


1324 


gil3183078 


Homo sapiens 


a disintegrin-like and metalloprotease 
domain with thrombospondin type I 
motifs-like 3 


603 


73 


1326 


gi757915 


Homo sapiens 


apoCil protein 


427 


89 


1326 


gil78836 


Homo sapiens 


apolipoprotein C-II 


427 


89 


1326 


gi342077 


Macaca 
fascieularis 


apolipoprotein C-II 

A J. JL 


371 


78 


1327 


gi2 16 19424 


Homo sapiens 


Similar to LOCI 505 80 


477 


100 


1327 


gil 2656449 


Plasmodium 
falciparum 


erythrocyte membrane protein 1 


63 


25 


1327 


gil5384029 


uncultured 

crenarchaeote 

74A4 


extracellular protein 


64 


31 


1329 


gil6033597 


Homo sapiens 


SH2 domain-containing phosphatase 
anchor protein 2d 


1003 


99 


1329 


gi 16033591 


Homo sapiens 


SH2 domain-containing phosphatase 
anchor protein 2b 


991 


99 


1329 


gil 8092655 

*— > 


Homo sapiens 


immunoglobulin superfamily receptor 
translocation associated protein 3 


985 


99 


1330 


gi4877582 


Homo sapiens 


lipoma HMGIC fusion partner 


728 


63 


1330 


gil4272235 


Homo sapiens 


bA183L8.1 (lipoma HMGIC fusion 
partner) 


445 


61 


1330 


gil 5292437 


Drosophila 
melanogaster 


LP10272p 


187 


25 


1331 


gil 74264 18 


Mus musculus 


calmodulin-related protein 


788 


100 


1331 


gil2060826 


Homo sapiens 


serologically defined breast cancer 
antigen NY-BR-20 


610 


77 


1331 


gi5932428 


Myxine 
glutinosa 


calmodulin 


316 


44 


1332 


gil7862436 


Drosophila 
melanogaster 


LD27564p 


152 


26 


1332 


gil3311009 


Homo sapiens 


NYD-SP16 


78 


26 


1333 


gil 3279251 


Homo sapiens 


Similar to wingless-related MMTV 
integration site 6 


2000 


100 


1333 


gil 1693044 


Homo sapiens 


WNT6 precursor 


2000 


100 


1333 


gil4133265 


Homo sapiens 


WNT6 


2000 


100 


1334 


gi20135611 


Homo sapiens 


zinc transporter ZnT-5 


463 


94 
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1334 


gil9744304 


Homo sapiens 


zinc transporter 5 


463 


94 


1334 


gil9744306 


Mus musculus 


zinc transporter 5 


407 


85 


1335 


gil8480366 


Mus musculus 


olfactory receptor MOR145-1 


310 


74 


1335 


gi21928214 


Homo sapiens 


seven transmembrane helix receptor j 


301 


77 


1335 


gi2447219 


Homo sapiens 


OLF4 


295 


71 


1336 


gi20988856 


Homo sapiens 


protein inhibitor of activated STAT3 


3277 


100 


1336 


gi4996563 


Homo sapiens 


protein inhibitor of activatied STAT3 


3277 


100 


1336 


gil7149822 


Rattus 
norvegicus 


potassium channel regulatory protein 
KChAP 


3211 


96 


1337 


gi4469173 


Gallus gallus 


delta-9 desaturase 


1149 


71 


1337 


gi 19908266 


Chanos chanos 


stearoyl-CoA desaturase 


1140 


65 


1337 


gi5738564 


Ctenopharyngo 
don idella 


delta-9-desaturase 


1132 


70 


1338 


gil4030861 


Homo sapiens 


paraneoplastic neuronal antigen MAI 


1830 


99 


1338 


gil8478557 


Rattus 
norvegicus 


paraneoplastic onconeuronal protein MAI 


1752 


93 


1338 


gil5929183 


Homo sapiens 


modulator of apoptosis 1 


990 


56 


1339 


gi5452942 


Mus musculus 


glucosidase II beta-subunit 


134 


56 


1339 


gil63157 


Bos taurus 


high-mobility-group protein 


120 


43 


1339 


gil5076513 


Mus musculus 


22 kDa neuronal tissue-enriched acidic 
protein 


131 


26 


1341 


gill 177514 


Homo sapiens 

A. 


tandem pore domain potassium channel 
THIK-2 


2234 


100 


1341 


gilll77510 


Rattus 
norvegicus 


tandem pore domain potassium channel 
THIK-2 


2215 


98 


1341 


gil5215363 


Homo sapiens 


potassium channel, subfamily K, member 
13 


1346 


65 


1342 


gi!4336716 


Homo sapiens 


similar to FBan0003337 


1216 


100 


1342 


gi20987336 


Mus musculus 


RIKEN cDNA A930016P21 gene 


427 


50 


1342 


gil9886829 


Methanopyrus 
kandleri AV19 


S AM-dependent methyltransferase 


104 


31 


1343 


gil9570398 


Homo sapiens 


hDDM36 


1138 


43 


1343 


gil!862939 


Mus musculus 


DDM36 


1134 


43 


1343 


gi 11862941 


Mus musculus 


DDM36E 


1125 


43 


1344 


gi2 1744725 


Homo sapiens 


glycosyl-phosphatidyl-inositol-MAM 


4898 


98 


1344 


gi7529598 


Homo sapiens 


dJ402N21.3 (novel protein with 
Immunoglobulin domains) 


1548 


99 


1344 


gi7529597 


Homo sapiens 


dJ402N21.2 (novel protein with MAM 
domain) 


1321 


94 


1345 


gil2276198 


Homo sapiens 


FKSG40 


1020 


100 


1345 


gil2408250 


Homo sapiens 


FKSG28 


1020 


100 


1345 


gi 18 652934 


Xenopus laevis 


Mig30 


649 


49 


1346 


gil6769552 


Drosophila 
melanogaster 


LD38375p 


1354 


41 


1346 


gi7523707 


Arabidopsis 
thaliana 


Putative membrane protein 


1105 


39 


1346 


gil632829 


Plasmodium 
falciparum 


AARP2 protein 


467 


36 


1347 


gi20987450 


Homo sapiens 


LOC146433 


1162 


95 


1347 


gi3093373 


Mus musculus 


small proline-rich protein 21 


64 


39 


1347 


gi9 12799 


Homo sapiens 


type I hair keratin 


63 


33 


1348 


gil016012 


Rattus 
norvegicus 


neural cell adhesion protein BIG-2 
precursor 


5093 


93 


1348 


gil9913548 


Homo sapiens 


similar to axonal-associated cell adhesion 


3630 


99 
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molecule 






1348 


gi200057 


Mus musculus 


neuronal glycoprotein 


3630 


64 


1349 


gi 15292437 


Drosophila 
melanogaster 


LP10272p 


441 


39 


1349 


gi4877582 


Homo sapiens 


lipoma HMGIC fusion partner 


221 


28 


1349 


gi 16648454 


Drosophila 
melanogaster 


SD01285p 


162 


24 


1350 


gil3097705 


Homo sapiens 


serine (or cysteine) proteinase inhibitor, 
clade A (alpha- 1 antiproteinase, 
antitrypsin), member 3 


1925 


97 


1350 


gil340142 


Homo sapiens 


alpha 1 -antichym otrypsin 


1921 


97 


1350 


gi4165890 


Homo sapiens 


alpha- 1-antichymotrypsin precursor 


1850 


97 


1351 


gi216 18556 


Homo sapiens 


trophinin associated protein (tastin) 


3134 


84 


1351 


gi905356 


Homo sapiens 


tastin 


3129 


84 


1351 


gi7861746 


Mus musculus 


GABA-A receptor epsilon-like subunit 


165 


40 


1352 


gil2053849 


Homo sapiens 


DREV protein 


1689 


100 


1352 


gil2053851 


Homo sapiens 


DREV1 protein 


1676 


99 


1352 


gil2055091 


Mus musculus 


DREV protein 


1655 


97 


1353 


gi 14627081 


Homo sapiens 


caspase-1 dominant-negative inhibitor 
Pseudo-ICE 


492 


100 


1353 


gi21707335 


Homo sapiens 


Similar to CARD only protein 


462 


100 


1353 


gil86286 


Homo sapiens 


interleukin 1 -beta convertase 


445 


92 


1354 


gil7431573 


Ralstonia 
solanacearum 


PUTATIVE LIPOPROTEIN 
TRANSMEMBRANE 


82 


42 


1354 


gi995704 


Saccharomyces 
cerevisiae 


L3149 


69 


23 


1354 


gil256899 


Saccharomyces 
cerevisiae 


Yrll38wp 


69 


23 


1355 


gil2034719 


Mus musculus 


ankyrin-like protein 


413 


43 


1355 


gil3469729 


Homo sapiens 


breast cancer antigen NY-BR-1 


415 


49 


1355 


gi21618588 


Homo sapiens 


testis-specific ankyrin motif containing 
protein 


362 


46 


1356 


gi8272557 


Rattus 
norvegicus 


protein kinase WNK1 


5439 


73 


1356 


gi6933864 


Homo sapiens 


kinase deficient protein KDP 


3408 


100 


1356 


gi 1903223 8 | Homo sapiens 


protein kinase WNK3 


1664 


56 


1357 


gi8272557 


Rattus 
norvegicus 


protein kinase WNK1 


5439 


73 


1357 


gi6933864 


Homo sapiens 


kinase deficient protein KDP 


1159 


98 


1357 


gi 19032238 


Homo sapiens 


protein kinase WNK3 


530 


40 


1358 


gi 10946203 


Homo sapiens 


neuromedin U receptor 2 


785 


100 


1358 


gi9944990 


Homo sapiens 


neuromedin U receptor-type 2 


785 


100 


1358 


gi 16877377 


Homo sapiens 


neuromedin U receptor 2 


785 


100 


1359 


gil7861592 


Drosophila 
melanogaster 


GH13807p 


1234 


45 


1359 


gil8376566 


Caenorhabditis 
elegans 


Y105E8A.20 


964 


49 


1359 


gi9368514 


Leishmania 
major 


methionyl-tRNA synthetase 


963 


42 


1360 


gil7389919 


Homo sapiens 


Similar to major histocompatibility 
complex, class II, DP beta 1 


819 


100 


1360 


gi575494 


Homo sapiens 


MHC class II lymphocyte antigen beta 
chain 


437 


72 


1360 


gi 18 8479 


Homo sapiens 


HLA-DPB 1 


437 


72 
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1361 


gi3342737 


Homo sapiens 


R26660 2, partial CDS 


1025 


97 


1361 


gi 14625 940 


Homo sapiens 


interleukin-10 


42 


53 


1361 


gi3005997 


okra yellow 
vein mosaic 
virus 


AC2 


77 


35 


1362 


gi3342737 


Homo sapiens 


R26660 2, partial CDS 


1001 


94 


1362 


gi 14625940 


Homo sapiens 


interleukin-10 


42 


53 


1362 


gi3 005997 


okra yellow 
vein mosaic 
virus 


AC2 


77 


35 


1363 


gil3991167 


Homo sapiens 


sialic acid-binding immunoglobulin-like 
lectin-like long splice variant 


2879 


99 


1363 


gi 14625 822 


Homo sapiens 


Siglec-Ll 


2879 


99 


1363 


gil5824310 


Pan troglodytes 


sialic acid-binding lectin Siglec-Ll 


2804 


97 


1364 


gi20072749 


Homo sapiens 


similar to interferon alpha/beta receptor 1 


879 


100 


1364 


gi571296 


Homo sapiens 


CRFB4 


188 


27 


1364 


gi4028135 


Gallus gallus 


interferon alpha/beta receptor 1 


195 


27 


1365 


gi8572055 


Homo sapiens 


interleukin-1 receptor antagonist homolog 
1 


823 


100 


1365 


gi6049805 


Homo sapiens 


interleukin-1 receptor antagonist homolog 


823 


100 


1365 


gi6165334 


Homo sapiens 


interleukin-1 -like protein- 1 


823 


100 


1366 


gil77870 


Homo sapiens 


alpha-2-macroglobulin precursor 


2780 


40 


1366 


gi579594 


Homo sapiens 


alpha 2-macroglobulin 690-740 


2775 


40 


lioo 


gi5 79592 


T T * 

Homo sapiens 


alpha 2-macroglobulin 690-730 


2774 


40 


1367 


gi4574224 


Fundulus 
heteroclitus 


multidrug resistance transporter homolog 


287 


49 


1367 


gil9743730 


Rattus 
norvegicus 


ATP-binding cassette protein Bib 


285 


50 


1367 


gi34525 


Homo sapiens 


P-glycoprotein (43 1 AA) 


273 


50 


1368 


gil98922 


Mus musculus 


lymphocyte differentiation antigen 


713 


100 


1368 


gil98926 


Mus musculus 


Ly-6A.2 alloantigen 


713 


100 


1368 


gil98930 


Mus musculus i 


differentiation antigen L}'~6E/A 


713 


100 
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685 


gil83150 


Homo sapiens 


chorionic somatomammotropin 
CS-5 


320 


100 


685 


gi23271170 


Homo sapiens 


chorionic somatomammotropin 
hormone 2 


275 


96 


685 


gi28 188743 


Pan troglodytes 


placental lactogen PL-B 


279 


98 


686 


gil83178 


Homo sapiens 


hGH-V2 


1033 


78 


686 


gi23271170 


Homo sapiens 


chorionic somatomammotropin 
hormone 2 


707 


92 


686 


gi28 188743 


Pan troglodytes 


placental lactogen PL-B 


715 


94 


688 


gil8088830 


Homo sapiens 


AAH20756 


785 


100 


688 


gil83178 


Homo sapiens 


hGH-V2 


1051 


79 


688 


gi3 05 82691 


Homo sapiens 




785 


100 


689 


gil2653501 


Homo sapiens 


SERPINF1 protein 


2003 


95 


689 


gi30583283 


Homo sapiens 


, member 1 


2003 


95 


689 


gi30585311 


synthetic construct 


, member 1 


2003 


95 


690 


gi20269957 


Sus scrofa 


AF498759_1 phospholipase C 
delta 4 


1033 


88 


690 


gi21307610 


Mus mus cuius 


phospholipase C delta 4 


909 


77 


690 


gi571466 


Rattus norvegicus 


phospholipase C delta-4 


893 


76 


691 


gi 17864023 


Homo sapiens 


AF450090 1 KCCR13L 


3524 


100 


691 


gi22760385 


Homo sapiens 


unnamed protein product 


3515 


99 


691 


gi22761016 


Homo sapiens 


unnamed protein product 


3524 


100 


692 


gi 12697933 


Homo sapiens 


KIAA1694 protein 


3850 


100 


692 


gi20380030 


Mus musculus 


4933407C03Rik protein 


3251 


98 


692 


gi27652547 


Homo sapiens 


truncated c-Maf-inducing 
protein 


3506 


99 


693 


gi437662 


Oryctolagus 
cuniculus 


interleukin-8 receptor subtype 
B 


188 


61 


693 


gi511803 


Homo sapiens 


interleukin-8 receptor type B 


172 


57 


693 


gi576679 


Homo sapiens 


interleukin 8 receptor B 


172 


57 


694 


gi32966069 


Homo sapiens 


CD39L2 nucleotidase 


2514 


99 


694 


gi3335098 


Homo sapiens 


CD39L2 


2520 


100 


694 


gi4691263 


Homo sapiens 




2513 


99 


695 


gil 65663 19 


Homo sapiens 


AF411107_1 G protein- 
coupled receptor 


1843 


99 


695 


gi2 1928620 


Homo sapiens 


seven transmembrane helix 
receptor 


1858 


100 


695 


gi22293641 


Homo sapiens 


putative orphan G protein- 
coupled receptor 26 


845 


51 


696 


gi24660226 


Homo sapiens 


C-type lectin-like receptor- 1 


1460 


90 


696 


ei7110216 


Homo sapiens 


AF200949_1 C-type lectin-like 
receptor- 1 


1458 


90 


696 


gi71 10218 


Mus musculus 


AF201457_1 C-type lectin-like 
receptor 2 


322 


29 


698 


gil 8089247 


Homo sapiens 


AAH20966 Similar to 
ectonucleoside triphosphate 
diphosphohydrolase 5 


2104 


100 


698 


gi30584801 


synthetic construct 


Homo sapiens ectonucleoside 
triphosphate 
diphosphohydrolase 5 


2104 


100 


698 


gi3335102 


Homo sapiens 


CD39L4 


2104 


100 


699 


gi804761 


Homo sapiens 


putative 


247 


77 


700 


gi 16 184225 


Drosophila 
melanogaster 


LD24527p 


666 


42 
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700 


gi27447597 


Drosophila 
melanogaster 


transcriptional adapter 2S 


666 


42 


700 


gi7298997 


Drosophila 
melanogaster 


CG9638-PA 


666 


42 


701 


gi 17225457 


Homo sapiens 


AF326917_1 autism-related 
protein 1 


1272 


36 


701 


gi27817314 


Danio rerio 




1234 


36 


701 


gi29468246 


Homo sapiens 


XTP9 


3605 


99 


702 


gi208 10589 


Homo sapiens 


similar to arsenite inducible 
RNA associated protein 


833 


99 


702 


gi22945274 


Drosophila 
melanogaster 


CG12795-PA 


455 


54 


702 


gi9651711 


Mus musculus 


AF224494 1 arsenite inducible 

A. A. A, AW 1 1 S 1 J< V-V K A A A ttX*' A A A ^ ♦ Li Np' X X 

RNA associated protein 


687 


80 


703 


gil3241652 


Rattus norvegicus 


AF309558_1 supernatant 
protein factor 

r-* A. ^rW^^AAA -A. V» V V_t A 


2040 


93 


703 


gi 13543 184 


Mus musculus 


SEC14-like 2 


2038 


93 


703 


gi6624130 


Rattus norvegicus 


AC004832_1 similar to 45 kDa 
secretorv protein 


2150 


100 


704 


gi 11066250 


Homo sapiens 


AF197937_1 presenilins 
associated rhomboid-like 
protein 


1693 


86 


704 


gi 13 177766 


Homo sapiens 


AAH03653 Similar to 
presenilins associated 
rhomboid-like protein 


1761 


99 


704 


gi 15559382 


Homo sapiens 


AAH14058 presenilins 

A A* A A» A. A A. I A^ A *r AAA A AAA L^r 

associated rhomboid-like 
protein 


1696 


86 


705 


gi 18 64091 


Rattus norvegicus 


PSD-95/SAP90-associated 
protein-3 


4997 


95 


705 


gi2454510 


Homo sapiens 


PSD-95/SAP90-associated 
protein-2 


2105 


47 


705 


gi6979175 


Homo sapiens 


AF11981S_1 homolog- 
associated protein 2 


2089 


47 

■ 8 


706 


gill 877274 


Homo sapiens 




2260 


99 


706 


gi2 16672 10 


Homo sapiens 


AF465765_1 
bactericidal/permeability- 
increasing protein-like 1 


2260 

**** \_f 


99 


706 


gi2 1706776 


Homo sapiens 


Bactericidal/permeability- 
increasing protein-like 1 


2253 


99 


707 


gi 16768 190 


Drosophila 
melanogaster 


GH22974p 


647 


41 


707 


gi24659527 


Homo sapiens 




2006 


100 


707 


gi7291716 


Drosophila 
melanogaster 


CG11388-PA 


648 


41 


708 


gil4334082 


Mus musculus 


AF3 67970^1 thymus LIM 
protein TLP-A 


479 


87 


708 


gil4335908 


Mus musculus 


thymus LIM protein TLP-A ; 


479 


87 


708 


gil4335909 


Mus musculus 


thymus LIM protein TLP-B 


396 


90 


709 


gil2804105 


Homo sapiens 


AAH02905 Similar to 
CG15084 gene product 


2090 


100 


709 


gil3649459 


Homo sapiens 


AF250306_1 putative SB1 15 
protein 


2090 


100 


709 


gi 18204670 


Mus musculus 


4930527D15Rik protein 


1015 


96 


710 


g i 1674440 


Homo sapiens 


collagen type IV a6 chain 


4222 


51 
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AUCUlllj 


710 


gi 1674441 


Homo sapiens 


collagen type IV a6 chain 


4222 


51 


710 


01*5^6999 


J^/Tiiq TniiQr*n1ii<2 

JLVXUD AlAUolslilUd 


n lrYh q _9 fvnp Wf cr\\ 1 v\ cxpn 
chljiici x* L_y jjt/ j. y ^wiici^oii 


81 96 


OJ 


111 


gi438007 


Gallus gallus 


alpha-2-macroglobulin receptor 


15742 


60 


111 


gi7861733 


Homo sapiens 


AF176832_1 low density 

HlJUpiUlClIl ICUCjJUJl IClctLt/U. 

protein-deleted in tumor 


23654 


99 


111 


gi8926243 


Mus musculus 


AF270884_1 low density 
iipupiuicin rcucpLor rcid.ieu. 
protein LRP 1 B/LRP-DIT 


23098 


92 


71 9 




nuiriu b dpi Gils 


cduuiudLc xumor suppressor 




i on 


712 


gi7861733 


Homo sapiens 


AF176832_1 low density 
protein-deleted in tumor 


848 


100 


712 


pi8926243 


TV/Tt io TrmcjpiiliiQ 

i.VA Uo lllLloL/LlILlO 


AF970884 1 low rfpnQitv 

lipoprotein receptor related 
nrotein LRP 1 B/LRP-DIT 


7^1 


OJ 


713 


gil3544080 


Homo sapiens 


AAH06171 hypothetical 
nrntein MnP97^1 


1133 


100 


713 


gi20071811 


Mus musculus 


583041 lElORik protein 


492 


55 


713 


ffi33589496 


J_>*1 \JJ\JIJI 11 Id. 

melanogaster 


T D31 278n 




44 

1 J 


714 

/ X i 


ei 1 57409 


Drn^rmlii 1 a 

melanogaster 


fat nrotpiti 




40 


714 


2122945533 


Drn nnh i 1 a 

melanogaster 


CG17941-PA 


9999 


^4 


714 

/ X, ■ 


2i7295732 


Drosonhila 
melanogaster 


CG3352-PA 


301 5 


40 


715 


ei 157409 


Oros onh i 1 a 

A^?A WO V/L/AxAAO- 

melanosaster 


fat nrotpin 

I.Ut IJA w t 1 1 1 


^007 


40 


715 


ei22945533 


Drosonhila 
melanoeaster 


CGI 7941 -PA 


2289 


34 


715 


d7295732 


Drosoohila 
melanogaster 


CG3352-PA 


3021 


40 


716 


gil7865311 


Homo sapiens 


AF452102 1 dipeptidvl 
peptidase-like protein 9 


4370 


95 


716 


gi27549552 


Homo sapiens 


dipeptidyl peptidase IV-related 
protein-2 


4370 


95 


716 


gi29293087 


Homo sapiens 


dipeptidyl peptidase 9 


4511 


95 


717 


gi26 89444 


Homo sapiens 


ZNF134 


1252 


51 


717 


gi3 1565347 


Homo sapiens 


LOC284018 protein 


1252 


57 


717 


gi9968290 


Homo sapiens 


zinc tineer nrotein 304 


1094 


47 


718 


gi23468368 


Mus musculus 


1200013F24Rik protein 


690 


90 


718 


gi27695305 


Mus musculus 


1200013F24Rik protein 


715 


91 


718 


ei75 82294 


Homo sapiens 

J. J.U111 V UUL'l Will- 


AF208853 1 BM-011 


881 


100 

X v/v/ 


719 


gil620870 


Ciona intestinalis 


myoplasmin-Cl 


410 


27 


719 


gi7416982 


Argopecten irradians 


myosin heavy chain cardiac 
muscle specific isoform 1 


255 


20 


719 


gi74 16983 


Argopecten irradians 


myosin heavy chain cardiac 
muscle specific isoform 2 


255 


20 


720 


gil3872813 


Homo sapiens 


fibulin-6 


13764 


100 


720 


gi 14575679 


Homo sapiens 


AF1 56 100 1 hemicentin 


13720 


99 


720 


gi3879658 


Caenorhabditis 
elegans 




1636 


29 


721 


gil 3 177673 


Homo sapiens 


AAH03621 


1520 


45 
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Xvt vllLiv T 


721 


gi 19354327 


Homo sapiens 




1520 


45 


721 


ei3822553 


Gallus eallus 


nuclear calmodulin-bindine 
protein 


2238 


61 

>^ X 


722 


gil7223626 


Homo sapiens 


ATP-binding cassette A10 


7963 


99 


722 


gi32350914 


Homo sapiens 


ATP-binding cassette sub- 
familv A member 1 0 


7943 


99 


722 


gi32350969 


Homo sapiens 


ATP-binding cassette sub- 

familv A member 10 

xciiini y iiiviiiuwi i, \j 


7943 


99 


723 


ei 13374079 


Homo saoiens 


TAFII 140 nrotein 


3677 


99 


723 


ei 13374 178 


MllS TTllISCllll]^ 

lYXUu lllUJv L4X L4-0 


TAFII 140 nrotein 


3193 


84 


723 


gi28 175603 


Homo sapiens 


TAF3 protein 


2772 


99 


724 


ei 17429038 


alcitotiia 

i\aio LUiua 

solanacearum 


PRORARI F ACVT -COA 

DEHYDROGENASE 
OXIDOREDUCT A SE 

V_y_^VX JL/ V_/ JL VJ_-< JL^ v__' JL /\kJJ_( 

PROTEIN 


658 


61 


724 


ei22776354 


Ocean obacil In ^ 
iheyensis HTE831 


civ yi \^vjjt\. y vii u^v/iici jv 


638 


63 


724 


Hi28280023 


Mus musculus 


5 73 043 9E 1 ORik nrotein 


946 


85 


725 


gi2 1522768 


Homo sapiens 


unnamed protein product 


3060 


100 


725 


si24047224 


Homo sanierK 


Similar to ECtF-HIcp- domain 
multinle 6 


3060 


100 

1. \J\J 


725 


gi6752658 


Homo sapiens 


AF1 86084^1 epidermal growth 
factor r en eat containing nrotein 


3055 


99 


726 


gi 14530342 


Caenorhabditis 
eleffans 




1008 


36 


726 


2i6531661 


Caenorhabditi s 
elesans 


AF 1956 10 1 LIN-41A 


1008 


36 


726 


gi6531663 


Caenorhabditis 
elegans 


AF195611 1 LIN-41B 


1008 

X V w w 


36 


727 


gil504026 


Homo sapiens 




5833 


99 


727 


gi22725157 


Homo sapiens 


minor histocompatibility 
antisen HA-1 

m x iicwi a, x J—* x x 


5833 


99 


727 


gi23272016 


Homo sapiens 


Similar to PTPL1 -associated 
RlioGAP 1 

X X-J. X ^—5 X iX X 


5690 


98 


728 


gil3274120 


Homo sapiens 




1467 


99 


728 


gi6 102996 


Mus musculus 


Vanin-3 


1018 


79 


728 


ffi71 60973 


1-frvtnn en ■ni pn c 




1Z. JL J 




729 


gi27463365 


Homo sapiens 


a disintegrin-like and 

IllCLclllVJ|Jl UlCaoC WlLIi 

thrombospondin type 1 motifs 
9B 


8961 


99 


729 


gi28 804249 


Mus musculus 


metalloprotease-disintegrin 


4974 


55 


729 


ffi9581879 


Homo ?finipn(; 


metalloproteinase with 
thrombosDondin reneats 






730 


gi2 1063967 


Drosophila 
melanogaster 


AT05453p 


382 


31 


730 


gi59 11409 


Drosophila 
melanogaster 


fuzzy 


382 


31 


730 


gi7297412 


Drosophila 
melanogaster 


CG13396-PA 


382 


31 


731 


gil5488017 


Homo sapiens 


AF407274 1 EWI2 


2302 


100 


731 


gi27497567 


Homo sapiens 


keratinocytes associated 
transmembrane protein 4 


2302 


100 
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731 


gi3 1753233 


Homo sapiens 


Immunoglobulin superfamily, 
member 8 


2302 


100 


732 


gil5488017 


Homo sapiens 


AF407274 1 EWI2 


3200 


100 


732 


ei27497567 


Homo saoiens 


keratin ocvtes associated 
transmembrane protein 4 


3200 

—J xw \J \J 


100 

X. \J \J 


732 


gi3 1753233 


Homo sapiens 


Immunoglobulin superfamily, 
member 8 


3200 


100 


733 


gi22266726 


Homo sapiens 


AF311906_1 LIR-D1 
precursor 


1303 


96 


733 


gi27497567 


Homo sapiens 


keratinocytes associated 
transmembrane protein 4 


1303 


96 


733 


gi31753233 


Homo sapiens 


Immunoglobulin suoerfamilv. 
member 8 


1303 


96 


734 


gi21748480 


Homo sapiens 


FLJ00271 protein 


605 


100 

X \mf \J 


734 


gi27497567 


Homo sapiens 


keratinocvtes associated 
transmembrane protein 4 


513 


79 


734 


gi3 1753233 


Homo sapiens 


Immunoglobulin superfamilv, 
member 8 


513 


79 


735 


gi3 1455457 


Homo sapiens 


putative NFkB activating 
protein 


583 


44 


735 


gi7022838 


Homo sapiens 


unnamed protein product 


1794 


99 


735 


gi7293694 


Drosophila 

JL 

melanogaster 


CG7323-PA 


339 


36 


736 


gi 12804 169 


Homo sapiens 


AAH02942 


3494 


97 


736 


gi!5779178 


Homo sapiens 


AAH 14652 Similar to 
hypothetical protein BC002942 


3532 


97 


736 


gil8088939 


Homo sapiens 


AAH21143 


3494 


97 


737 


gil2836469 


Mus musculus 


unnamed protein product 


3495 


87 


737 


gi26351115 


Mus musculus 


unnamed protein product 


3466 


87 


737 


gi30721603 


Mus musculus 


RAVER 1 


3466 


87 


738 


gil2002000 


Homo sapiens 


AF06 1732^1 My029 protein 


415 


100 


739 


gi 15489209 


Mus musculus 


BC013712 protein 


266 


31 


739 


gi21757804 


Homo sapiens 


unnamed protein product 


1226 


96 


739 


gi26354220 


Mus musculus 


unnamed protein product 


1130 


79 


740 


gil5341806 


Homo sapiens 


AAH 13 073 


2008 


100 


740 


gi 19528077 


Drosophila 

Jim'' X \j» h>J X^ A XX X lir* 

melanogaster 


AT24025p 


165 


38 


740 


gi2 1627272 


Drosophila 
melanogaster 


CG12765-PA 


167 


24 


741 


gi23495223 


Plasmodium 
falciparum 3D7 


AE014834_50 liver stage 
antigen, putative 


407 


23 


741 


gi32492940 


Homo sapiens 


medulloblastoma antigen MU- 
MB-20.201 


536 


25 


741 


gi9916 


Plasmodium 
falciparum 


liver stage antigen 


393 


24 


742 


gil3161060 


Homo sapiens 


AF332217_1 protocadherin 11 


3354 


58 


742 


gil5054521 


Homo sapiens 


AF217288_1 protocadherin- S 


3362 


58 


742 


<gi9845485 


Homo sapiens 


AF169692 1 protocadherin-9 


6235 


100 


743 


gil6552038 


Homo sapiens 


unnamed protein product 


2404 


99 


743 


gi21410124 


Mus musculus 


3230402E02Rik protein 


1501 


61 


743 


gi5688958 


Homo sapiens 


PMMLP 


2405 


100 


744 


gi2 1734445 


Rattus norvegicus 


BMP/Retinoic acid-inducible 
neurai-specific protein- 2 


3987 


94 


744 


gi2 1734447 


Rattus norvegicus 


BMP/Retinoic acid-inducible 


2948 


70 
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neural-specific protein-3 






744 


gi30348610 


Gallus gallus 


BMP/retinoic acid-inducible 
neural-specific protein 


2090 


52 


745 


gi2739353 


Homo sapiens 


ZNF91L 


2077 


69 


745 


gi27693081 


Homo sapiens 




2054 


71 


745 


gi3 042 1228 


Homo sapiens 


zinc finger protein 430 


2486 


96 


746 


gi23272677 


Homo sapiens 


Similar to zinc finger protein 
208 


2472 


78 


746 


gi26251755 


Homo sapiens 


ZNF431 protein 


2480 


79 


746 


gi30421228 


Homo sapiens 


zinc finger protein 430 


3174 


100 


747 


gil212965 


Homo sapiens 


transmembrane protein 


1010 


99 


747 


gil213221 


Rattus norvegicus 


transmembrane protein 


1006 


98 


747 


gil9683999 


Homo sapiens 


coated vesicle membrane 
protein 


1010 


99 


748 


gil 199524 


Homo sapiens 


acid phosphatase 


2147 


95 


748 


gil3111975 


Homo sapiens 


AAH03 1 60 acid phosphatase 
2, lysosomal 


2143 


95 


748 


gi30584617 


synthetic construct 


Homo sapiens acid 
phosphatase 2, lysosomal 


2143 


95 


749 


gi 15625570 


Homo sapiens 


AF411981_1 centaurin beta5 


3851 


95 


749 


gi28422704 


Homo sapiens 


CENTB5 protein 


2912 


100 


749 


gi30 109272 


Homo sapiens 


CENTB5 protein 


4175 


99 


750 


gi 10197642 


Homo sapiens 

* 


AF1 82421 1 MDS022 


647 


100 


750 


gi 15929423 


Homo sapiens 


Hypothetical protein FLJ20502 


938 


100 


750 


gi30277696 


Mus musculus 


D5Buc26e protein 


423 


78 


751 


gil 86 14026 


Homo sapiens 


zinc finger DNA binding 
protein p71 

E_ . ~.. ..... 


998 


40 


751 


gi27693858 


Homo sapiens 


zinc finger protein 398 


998 


40 


751 


gi5630080 


Homo sapiens 


AC004890 2 


984 


36 


752 


gil 1345382 


Homo sapiens 


AF308801 1 vacuolar protein 
sorting protein 16 


3724 


95 


752 


gil2140290 


Homo sapiens 




3724 


95 


752 


gil 5553046 


Mus musculus 


Vpsl6 


3628 


92 


753 


gi30141048 


Homo sapiens 


Nogo-66 receptor homolog- 1 


2226 


100 


753 


gi30141052 


Rattus norvegicus 


Nogo-66 receptor homolog- 1 


2130 


95 


753 


gi32351287 


Rattus norvegicus 


Nogo-66 receptor homolog 2 


916 


51 


754 


gil 77870 


Homo sapiens 


alpha-2-macroglobulin 
precursor 


2718 


39 


754 


gi25303946 


Homo sapiens 


alpha-2-macroglobulin 


2718 


39 


754 


gi579592 


Homo sapiens 


alpha 2-macroglobulin 690-730 


2712 


39 


755 


gil 8044501 


Mus musculus 


angiopoietin-like 3 


1692 


70 


755 


gi4929790 


Homo sapiens 


AF1 52562 1 aneionoietin- 
related protein 3 


2210 


93 


755 


gi5639997 


Mus musculus 


AF162224_1 angiopoietin- 
related protein 3 


1692 


70 


756 


gi200057 


Mus musculus 


neuronal glycoprotein 


4821 


87 


756 


gi29837411 


Homo sapiens 


BIG-2 


3898 


69 


756 


gi563133 


Rattus norvegicus 


BIG-1 protein 


4778 


87 


757 


gil6550078 


Homo sapiens 


unnamed protein product 


3710 


99 


757 


gi28175743 


Homo sapiens 


similar to hypothetical protein 
FLJ30803 


3714 


100 


757 


gi30354720 


Mus musculus 


AI427653 protein 


3609 


96 


758 


gi26329813 


Mus musculus 


unnamed protein product 


3627 


93 


758 


gi28 175743 


Homo sapiens 


similar to hypothetical protein 


3612 


98 
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FLJ30803 






758 


gi30354720 


Mus musculus 


AI427653 protein 


3520 


95 


759 


gi2 1929093 


Homo sapiens 


seven transmembrane helix 
receptor 


1718 


88 


759 


gi24286029 


Homo sapiens 


G-protein coupled receptor 
GPR116 


6772 


98 


759 


gi5525078 


Rattus norvegicus 


seven transmembrane receptor 


5048 


72 


760 


gi 10440398 


Homo sapiens 


FLJ00032 protein 


1257 


61 


760 


gil 1917507 


Homo sapiens 


HPF1 protein 


1254 


62 


760 


gi 15929737 


Mus musculus 


similar to KRAB zinc finger 
protein KR18 


1249 


58 

1 


761 


gil 3 097633 


Homo sapiens 


AAH03534 Similar to ATPase, 
Class I, type 8B, member 1 


2325 


53 


761 


gi33440008 


Homo sapiens 


possible aminophospholipid 
translocase ATP8B2 


3473 


66 


761 


gi3628757 


Homo sapiens 


F1C1 


2576 


53 


763 


gil 1558486 


Homo sapiens 


B-cell lymphoma/leukaemia 
1 1 A short form 


1314 


99 


763 


gil 8089267 


Homo sapiens 


AAH21098 


1153 


100 


763 


gi30410854 


Mus musculus 




1312 


98 


764 


gi32394378 


Homo sapiens 


forkhead-associated domain 
histidine-triad like protein 


1808 


100 

1 


764 


gi32394380 


Bos taurus 


forkhead-associated domain 
histidine-triad like protein 


1638 


89 


764 


gi32394382 


Sus scrofa 


forkhead-associated domain 
histidine-triad like protein 


1681 


91 


765 


gi3 1455403 


Homo sapiens 


aprataxin 


241 


97 


765 


gi3 1455405 


Homo sapiens 


aprataxin 


235 


100 


765 


gi32394378 


Homo sapiens 


forkhead-associated domain 
histidine-triad like protein 


241 


97 


766 


gi3 1455403 


Homo sapiens 


aprataxin 


318 


100 


766 


gi32394378 


Homo sapiens 


forkhead-associated domain 1 
histidine-triad like protein j 


318 


100 


766 


gi32394382 


Sus scrofa 


forkhead-associated domain ] 
histidine-triad like protein | 


307 


93 


767 


gi26454883 


Homo sapiens 


hypothetical protein HSPC148 i 


1181 


100 


767 


gi6523797 


Homo sapiens 


AF110775J adrenal gland 
protein AD-002 


1181 


100 


767 


gi6S41518 


Homo sapiens 


AF161497_J HSPC148 


1178 


99 


768 


gil4009597 


Homo sapiens 


AF282619_1 lysyl oxidase-like 
3 protein 


1816 


98 


768 


gi 14486600 


Homo sapiens 


AF311313_1 lysyl oxidase-like 
3 protein I 


1816 


98 


768 


gi 15 186770 


Homo sapiens 


AF284815_1 lysyl oxidase-like 
protein | 


1816 


98 




glJ.2 1 1:54 1U 


Homo sapiens 


GYLTL1B protein | 


3229 


100 


769 


gi3954938 


Homo sapiens 


acetyl glucosaminyltransferase- 
like protein ! 


2292 


70 


769 


gi3954978 


Mus musculus 


acetylglucosaminyltransferas e- 
like protein 


2292 


70 


770 


gi7209721 


Mus musculus 


DD57 


2243 


88 


770 


gi7209723 


Homo sapiens 


WD-repeat like sequence 


2476 


99 


770 


gi82 17485 


Homo sapiens 




2473 


99 


771 


gil 6552001 


Homo sapiens 


unnamed protein product 


3169 


100 | 
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111 


eil8676632 


Homo saniens 


FLJ00215 nrotein 


1943 


99 


111 


Hi21706685 


Mus musculus 


9630058J23Rik protein 


860 

V-/ V<f V 


59 


112 


gil0799166 


Homo sapiens 


AF305686_1 protein kinase 
Njmu-Rl 


1915 


99 


112 


gi32425794 


Homo sapiens 


NJMU-R1 protein 


1888 


100 


112 


gi32450708 


Homo sapiens 


NJMU-R1 protein 


1888 


100 


111 


cri 13977079 


IVJLUo IllUatUlUo 


pilUbpilclLlUaLC 
pvti clvl vltfan cfprasp 9 




On" 


113 


ml Q344052 

six x yj i iv/jjii 


TTnmn satyipns 


« • • 


9376 


100 


113 


gi41 86023 


Homo sapiens 


CDS2 protein 


2376 


100 


lid 


<n*1 751 1 RAf\ 


noino bdpiens 


AAii i o / oy 


99^1 
ZZJ 1 


QQ 


774 


gi20988879 


Homo sapiens 


Similar to hypothetical gene 

supponeu oy alijjUj /, 
RP0187n"0- Rm00436- 

AL1 33057- AL1 33057- 

AL133057 


2251 


99 


774 


gi29387317 


Mus musculus 


120001 1022Rik protein 


1792 


79 


775 


gil3936996 


Human herpesvirus 8 


ORF73 


219 


21 


775 


ei2246532 


T-Tnman h prop Qvirnc: R 


OR F 73 f ontflinc; larcrp 

complex repeat CR 73 


226 


19 


115 


m30526291 


Saimiriine 

l^J C4.ll 1111 llllv 

herpesvirus 2 


latencv associated nuclear 

antigen 


219 

«x^ 


31 


776 


ei 13477379 


Homo saniens 


TTYH2 nrotein 


1037 


41 

T X 


776 


ff i 18676664 


Hnmn sarvipns 


FLJ00231 nrotein 


1796 


01 


776 


gi28422735 


Xenopus laevis 




1054 


40 


777 
ill 


pi 1 6S771 03 

gi 1 LJO / / 1 7J 




receptor, family C, group 5, 

mpmHpr C' 


030 


OS 


111 


gi30583709 


Homo sapiens 


G protein-coupled receptor, 

familv O grfiiin S mpmhpt* f" 1 

xexxxixxjr ciuuu lii^uiuwi Vw^* 


939 


98 


111 


giSl 18032 


Homo sapiens 


AF207989_1 orphan G-protein 

ponnlpH rpppntnr 


939 


98 


IIS 


2il5679980 


HntnA sani pn c 


P 1 1 4 nrntpin 


030 


00 


IIS 


gi 16769562 


Drosophila 

m plan npa stpr 


LD38910p 


328 


47 


IIS 


gi73 02978 


Drosophila 

m pl an n era etf^r 

1 1 1 l ^ 1 il 1 1 g d D Lwl 


CG8441-PA 


328 


47 


119 


gi 10726751 


Drosophila 

m pi 3nnff3 cfpr 


CG13623-PA 


333 


53 


119 


gi21430012 


Drosophila 

mplanncrastpr 


GH27470p 


333 


53 


119 

1 1 Z7 


p-i 7406400 


Afahi r1r*n«ii <3 tn all an a 
rvi auiuu|Joio Liictiidiici 


mitativp nrntpin 


317 
j i / 


45 


780 


gil3959018 


Homo sapiens 


AF361746_1 endothelial cell- 


902 


100 


780 


gil3991773 


Mus musculus 


AF36 1882^1 endothelial cell- 
selective adhesion molecule 

KJ V> A w V il T V-^ M-VlAlVkJA Vll 111V/1W UlV 


640 


70 


780 


gi291 65 726 


Mus musculus 


Endothelial cell-selective 
adhesion molecule 


640 


70 


781 


gil5422171 


Homo sapiens 


22 kDa peroxisomal membrane 
protein 2 


1013 


100 


781 


gi297437 


Rattus norvegicus 


peroxisomal membrane protein 


795 


76 


781 


gi8164184 


Homo sapiens 


22kDa peroxisomal membrane 
protein-like 


1013 


100 


782 


gi7620875 


Streptococcus 
pyogenes 


AF232324_1 Sicl.19 


203 


41 
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7R9 
/ o Z 


gl /OZUooj 


oLicpiUCOCCUS 

pyogenes 


A"F79^9^98 1 QiVI 9^ 
/\I7ZjZjZo 1 olCJL.Zj 


ZW J 


10 


789 
/ oz 


m7fi91 971 
gl / OZ 1 Z / 1 


streptococcus 
pyogenes 


AF9^9*;99 1 917 
/\J7ZjZjZZ_1 olCl.Zl/ 


90^ 
ZVJ J 


1Q 


7S1 


rri/^9877 
glOZo / / 


ivo 1 1 t i ri rto lino 

VjallUS gaiius 


type vi coiiagen aipna-z 
subunit preprotein 




49 
*+z 


7H^ 
/ Oj 


glOZoo 1 


1 Y n| Inn n/n 1 1 1 1 o 

uraiius gaiius 


type vi coiiagen suounit 

Q 1 T"l n Q 9 

dipildZ 




A9 
*+z 


781 


cnfi9889 
giuzooz 


VJd.ll Ul) gd.ll lib 


type vi cuiidgeii ouuuuii 

n1n1in9 
ctl fjiidz* 


1 J*T 


49 

*tZ 


784 


oi17Q4560R 


r^rncniVhi 1 a 
Ui Ubupilllct 

mpla nocra <3tpr 






to 


784 


gi7292879 


Drosophila 
melanogaster 


CG1998-PA 


829 


48 


784 

/ o~ 


m79Q9Q10 


T^roQonTii 1 a 

JL/l VJOv/LJilliCl. 

m el an o master 


rni 1 1 62-PA 


597 


42 


785 


m 17066106 


T-Tomo sarviens 


TsIovex-3 Xitin Tsoform 


8832 


99 


785 


ei21238650 


C!a1nfnTnn^ r^arolinn^ 


titin-like nrotein 


519 


62 


785 


ei27696390 


^Cenonu^ laevi^ 


Similar to titin 

<J ± XX 11. A Ctl. L\/ LI 1111 


816 


48 


786 


ei 17979434 


AraliiHon^i tfialiana 

J. XX UUlUV/L/iJlu lllCillUl Id 


LyULUL'X V w UUvll j X d tV Allllluv 


193 


22 


786 


ei22 136756 


Arabidonsis thaliana 

A llu.UlUUL'iJlu LllLillLillLi 


nutative adenvlate kinase 

p LILrUll V w UUvll) lULw IVlllUuV 


193 


22 


786 


si30 180922 


Nitros om on as 

A. ~ 1 L>1 V> *J V/X 11 Vj*X XtX-LJ 

eurooaea ATCC 
19718 


Adenvlate kinase 


201 


27 


787 


gi9967224 

c> ^^^^ 


Macaca fascicularis 


hypothetical protein 


337 


98 


788 


gil8676610 


Homo sapiens 


FLJ00204 protein 


195 


25 


788 


gi26389725 


Mus musculus 


unnamed protein product 


1390 


76 


788 


ffi3002588 


Mus musculus 


Plenty of SH3s: POSH 


197 


24 


789 


gil8676610 


Homo sapiens 


FLJ00204 protein 


250 


26 


789 


ei26329287 


lVTus> musculus; 


unnamed nrotein nroduct 

UlllliilllwVl L/l VlvlXl L/l vuUvl 


1646 


75 


789 


gi263 89725 


Mus musculus 


unnamed protein product 


1646 


75 


790 


ml 96541 07 




A AH00866 


J J X 


88 


790 


m 1 3937969 


]— 1 nni c\ ^nntipriQ 


TFMP1 nrntHn 


51 1 

J J 1 


88 

oo 


790 


gi 189382 


Homo sapiens 


collagenase inhibitor 


531 


88 


7Q1 


cri94660996 


JTT.U11HJ bdpiCllb 


v^~iypc 1CL/ Llll~llls.C ICL'CpLiJl-l 


1 167 


QO 


791 


gi71 10216 


Homo sapiens 


AF200949_1 C-type lectin»like 

rpp P»'K\'1"/Tr*^ 1 

1 ClsCpiUL ** 1 


1365 


90 


7Q1 


pi71 1091 8 


IV/Tnc tniicr*n1iic 
IVlub illUoUUlUo 


AF9014S7 1 P-tvnp Iprtin-li'V^ 
^vr^zv/ i*tj / i ^~iyjjc icoLiii-iiivC/ 

rpppntnr 9 


119 

J 1 z 


90 
z^ 


792 


ffil0441350 


IVTll*? TTlTl^mill l"5 

IVJLUO HlUovUlUj 


olf actor v I JDP 
pluciirono^vltran^fpra^p 


1 557 

L J J / 


68 


792 


ffi4753766 


l-Tnino sjpinipn^ 


I ITYP 0"1iiPiirono«?v1traTiQfprpi , 3p 


1591 


67 


792 


2i5802604 


("Vq \/i a r>nrr*p11i I "5 


1 TT^P o r 1npnrnnoQ\/1tr5iriQ'ppt*Ji<3P 

UGT2A3 


1 781 

X / CJ 1 


72 


793 


gil3325266 


Homo sapiens 


AAH04450 hypothetical 
protein MGC2650 


888 


100 


793 


gi3688090 


Homo sapiens 


R32611 2 


796 


91 


793 


gi6841228 


Homo sapiens 


AF161407 1 HSPC289 


645 


77 


794 


gil5488645 


Mus musculus 


methyltransferase Cytl9 


1552 


76 


794 


gil8150409 


Rattus norvegicus 


AF393243 1 methyltransferase 


1518 


76 


794 


gi9963861 


Homo sapiens 


AF226730_1 Cytl9 


1729 


99 


795 


gill 877243 


Homo sapiens 


SSF1/P2Y1 1 chimeric protein 


3802 


95 


795 


gi 14602631 


Homo sapiens 


Peter pan homolog 


2080 


99 


795 


gi2 1619996 


Homo sapiens 




2080 


99 
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796 


gi20330550 


Homo sapiens 


AF251706_1 NK inhibitory 
receptor precursor 

JL WWWkJr IVl L^i. WW Vil LJV-/J. 


799 


98 


796 


ei30962593 


Homo sapiens 


AF375481 1 immune receotor 
expressed on myeloid cells 
splice variant 2 


800 

w W \y 


99 


796 


gi3 1790204 


Homo sapiens 


inhibitory receptor IREM1 


805 


99 


797 


gi20330550 


Homo sapiens 


AF251706_1 NK inhibitory 
receptor precursor 


799 


98 


797 


gi30962593 


Homo sapiens 


AF3 75481 1 immune receptor 
expressed on myeloid cells 
splice variant 2 

fc^ a a. T t* A a Ul A V aW 


800 


99 


797 


gi3 1790204 


Homo sapiens 

AAA ^ *^ A^ WW A A A 


inhibitory receptor IREM1 


805 


99 


798 


gi20330550 


Homo sapiens 


AF251706_1 NK inhibitory 
receptor precursor 

» r-» » wA Ik/A Vrf' Vvft-A V-^JL 


1480 


94 


798 


gi30962591 


Homo sapiens 


AF375480_1 immune receptor 
expressed on mveloid cells 
splice variant 1 


1401 


93 


798 


gi3 1790204 


Homo sapiens 


inhibitory receptor IREM1 


1478 


94 


799 


gil8307481 


Homo sapiens 


phosphoinositide-bindine 

A A f^IT A A AAA V A f A V A A A A A 

proteins 


2122 


100 


799 


gi27695704 


Mus musculus 


Connector enhancer of KSR2 


678 


36 


799 


gi29691916 


Rattus norvegicus 


interactor protein for cytohesin 
exchange factors 1 


1651 


79 


800 


gil 1493982 


Homo sapiens 


AF208232_1 TLH29 protein 
precursor 


274 


72 


800 


gil5929988 


Homo sapiens 


AAH 15423 Similar to TLH29 
protein precursor 


424 


89 


800 


gi2 161 8549 


Homo sapiens 


TLH29 protein precursor 


274 


72 


801 


gil 1493982 


Homo sapiens 


AF208232_1 TLH29 protein 
precursor 


303 


70 


801 


gil5929988 


Homo sapiens 


AAH15423 Similar to TLH29 
protein precursor 


445 


100 


801 


gi2 161 8549 


Homo sapiens 


TT_.WQ nrotein nrecur^or 


303 
\j *j 


70 ! 


802 


ei 12082723 


Gallus sallus 


AF293805 1 B cell 
phosohoinositide ^-kinase 

K- A A I-* A A AAA kJ A V* A t *— »■ ^> <^,* AVAA A <L-A «_J <tw 

adaptor 


2825 




802 


gil2082725 


Mus musculus 


AF293806_1 B cell 
phosphoinositide 3 -kinase 
adaptor 


3557 


84 


802 


gil2082811 


Gallus gallus 


AF3 15784^1 B cell 
phosphoinositide 3 -kinase 

A A 

adaptor 


2330 


73 


803 


gi7959809 


Homo sapiens 


AF1 16721 55 PRO1082 


545 


100 


804 


gi!5384841 


Homo sapiens 


activating NK receptor 


1684 


99 


804 


gil5384843 


Homo sapiens 


NTB-A receptor 


1700 


100 


804 


gi9887089 


Mus musculus 


AF24S635_1 lymphocyte 
antigen 108 isoform 1 


615 


43 


805 


gil0177621 


Arabidopsis thaliana 


phytoene dehydrogenase-like 


195 


75 


805 


gil 7979255 


Arabidopsis thaliana 


AT5g49550/K6M13 10 


211 


72 


805 


gi29028742 


Arabidopsis thaliana 


At5g49550/K6M13_10 


211 


72 


806 


gi 14270364 


Mus musculus 


Epigen protein 


378 


71 


806 


gi6272269 


Rattus norvegicus 


NCI protein 


122 


52 


806 


gi7799191 


Mus musculus 


tomoregulin-1 


122 


52 


807 


gi 14270364 


Mus musculus 


Epigen protein 


378 


71 


807 


gi6272269 


Rattus norvegicus 


NCI protein 


122 


52 
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807 


gi7799191 


Mus musculus 


tomoregulin-1 


122 


52 


808 


gi 14270364 


Mus musculus 


Epigen protein 


378 


71 


808 


gi6272269 


Rattus norvegicus 


NCI protein 


122 


52 


808 


gi7799191 


Mus musculus 


tomoregulin-1 


122 


52 


809 


gi27469556 


Homo sapiens 


Putative neuronal cell adhesion 
molecule 


212 


39 


809 


gi29289929 


Danio rerio 


neogemn 


185 


39 


809 


gi3068592 


Mus musculus 


punc 


198 


41 


810 


gi30348897 


Homo sapiens 


organic solute transporter beta 


643 


99 


810 


gi30348901 


Mus musculus 


organic solute transporter beta 


365 


62 


811 


gil8650584 


Homo sapiens 


retinoic acid early transcript 1 


1070 


94 


811 


gil8650588 


Homo sapiens 


retinoic acid early transcript 1 


1124 


99 


811 


gi21961213 


Homo sapiens 


UL16 binding protein 2 


1070 


94 


812 


gil3872813 


Homo sapiens 


fibulin-6 


485 


30 


812 


gi 14575679 


Homo sapiens 


AF156100 1 hemicentin 


485 


30 


812 


gi9280405 


Homo sapiens 


AF245505 1 adlican 


1372 


46 


813 


gil3872813 


Homo sapiens 


fibulin-6 


861 


29 


813 


gi 14575679 


Homo sapiens 


AF156100 1 hemicentin 


857 


29 


813 


gi9280405 


Homo sapiens 


AF245505 1 adlican 


2436 


35 


814 


gil3872813 


Homo sapiens 


fibulin-6 


861 


29 


814 


gi 14575679 


Homo sapiens 


AF156100 1 hemicentin 


857 


29 


814 


gi9280405 


Homo sapiens 


AF245505 1 adlican 


2436 


35 


815 


gi21619635 


Homo sapiens 


similar to Alu subfamily SO 
sequence contamination 
warning entr}/- 


267 


60 


815 


gi3002527 


Homo sapiens 


neuronal thread protein AD7c- 
NTP 


244 


62 


815 


gi6650810 


Homo sapiens 


AF1 18094 21 PRO 1902 


261 


63 


816 


gi 12240284 


Mus musculus 


AF327059 1 apolipoprotein 
A5 


1300 


72 


816 


gi6707433 


Homo sapiens 


AF202889 1 apolipoprotein 

«■ — • * ± AT 

A5 


1864 


100 


816 


gi6707435 


Homo sapiens 


AF202890 1 apolipoprotein 
A5 


1864 


100 


817 


gi 12240284 


Mus musculus | 


AF327059 1 apolipoprotein 
A5 


1300 


72 


817 


gi6707433 


Homo sapiens 


AF202889 1 apolipoprotein 
A5 


1864 


100 


817 


gi6707435 


Homo sapiens 


AF202890 1 apolipoprotein 
A5 


1864 


100 


818 


gil3111784 


Homo sapiens \ 


AAH03081 hypothetical 
protein FLJ10637 


1720 


99 


818 


gil3543037 


Mus musculus 


4933424B01Rik protein 


958 


80 


818 


gi 14249965 


Homo sapiens 


AAH08368 hypothetical 
protein FLJ 10637 


1724 


100 


OIQ 


m 1 Q1A A r\A1 

giiyj44um 


Homo sapiens 


phosphohpase A2, group I1D 


846 


99 


819 


gi5771420 


Homo sapiens 


AF1 12982^1 group IID 
secretory phosphohpase A2 


852 


100 


819 


gi6453793 


Homo sapiens 


AF1 88625 1 phosphohpase 
A2 


846 


99 


820 


gi2 175 1722 


Homo sapiens 


unnamed protein product 


688 


84 


820 


gi26342939 


Mus musculus 


unnamed protein product 


496 


59 


821 


gill094019 


Homo sapiens 


AF305057 2 RTS beta 


2116 


96 


821 


gil 150421 


Homo sapiens 


rTSbeta 


2122 


96 
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821 


gil2654883 


Homo sapiens 


AAH01285 rTS beta protein 


2122 


96 


822 


gil2803167 


Homo sapiens 


AAH02387 nucleosome 
assembly protein 1-like 1 


1728 


99 


822 


gil89067 


Homo saoiens 


NAP 


1 728 




822 


gi30582885 


Homo saniens 


1-like 2 


1728 


OQ 


823 


gil3432042 


Homo sapiens 


intesrin-linked kinase- 
associated serine/threonine 
phosphatase 2C 


2009 


99 

-HP* 


823 


gil6306907 


Homo sapiens 


AAH06576 integrin-linked 
kinase-associated 
serine/threonine phosphatase 
2C 


2009 


99 


823 


gi20072498 


Mus musculus 


07 1 0007A 14Rik protein 


1926 


94 


824 


gi28175169 


Mus musculus 


1300015B04Rik protein 


835 


73 


824 


gi28 848867 


Homo sapiens 


URG11 


1164 


100 


824 


gi7768636 


Xenopus laevis 


Kielin 


239 


36 


825 


gi2 1928259 


Homo sapiens 


seven transmembrane helix 
receptor 


1023 


100 


825 


gi2 1928496 


Homo sapiens 


seven transmembrane helix 
receptor 


1023 


100 


825 


gi21928655 

> 


Homo sapiens 


seven transmembrane helix 
receptor 


916 

A Xp# 


89 


826 


gi 18480746 


Mus musculus 


olfactory receptor MOR26 1-10 


1278 


79 


826 


gi2 1928655 


Homo sapiens 


seven transmembrane helix 
receptor 


1456 


93 


826 


gi32052225 


Mus musculus 


olfactorv receptor 
GA X6K02T2P3E9-4341246- 
4340281 


1278 

A. f 


79 


827 


gi4760780 


Mus musculus 


Ten-m3 


364 


95 


827 


gi5307761 


Danio rerio 


ten-m3 


310 


78 


827 


gi6760369 


Mus musculus 


AF 1954 18 1 ODZ3 


364 


95 


828 


gi 16265 93 8 


Homo sapiens 


AF314817 1 FKSG15 


2437 


98 


828 


gi21205852 


Homo sapiens 


AF385429_1 T-cell activation 
Rlio GTPase activating Droteirr 
TA-GAP 


3756 


100 


828 


gi21205854 


Homo sapiens 


AF385430_1 T-cell activation 
Rho GTPase activating protein 
splice variant 1; TA-GAP 


2850 


100 


829 


gi 10432396 


Homo sapiens 




383 


62 


829 


gi30908443 


Homo sapiens 


CUB and sushi multiple 
domains 2 


388 


63 


829 


gi3 0908445 


Homo sapiens 


CUB and sushi multiple 
domains 3 


549 


100 


830 


gi 10432396 


Homo sapiens 




383 


62 


830 


gi30908443 


Homo sapiens 


CUB and sushi multiple 
domains 2 


388 


63 


830 


gi30908445 


Homo sapiens 


CUB and sushi multiple 
domains 3 


549 


100 


831 


gi3342148 


Chlamydomonas 
reinhardtii 


myosin heavy chain 


499 


37 


831 


gi532124 


Dictyostelium 
discoideum 


myosin IC 


517 


41 


831 


gi8953751 


Arabidopsis thaliana 


myosin heavy chain MYA2 


492 


41 


832 


gi6472600 


Chara corallina 


unconventional myosin heavy 


621 


38 J 
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chain 






832 


gi8953751 


Arabidopsis thaliana 


myosin heavy chain MYA2 

_ — -f 4. 


621 


38 


832 


gi9453839 


Chara corallina 


myosin 


621 


38 


834 


gi2 1265 163 


Homo sapiens 




2424 


99 


834 


si7248845 


Homo sapiens 


AF231124 1 testican-1 


2428 


99 


834 


gi793845 


Homo sapiens 


testican 


2428 


99 


835 

KJ w' 


2120380774 


Homo saoiens 




2930 


99 


835 


gi22761091 


Homo sapiens 


unnamed protein product 


2350 


99 


835 


2"i 275 02762 


lVTiic mu^culus 

1VXUO IIIUOVUXUO 


hvDothetical orotein 
MGC28931 


2712 


90 


836 


gi20380774 


Homo sapiens 




2946 


100 


816 




T-Trvmo Qpnipnc 


nnnnmpH "nrntpiri typo Hunt 


2366 

*-**rJ \J\J 


100 


836 


oi97502762 


^/Ttiq Tnii^piilns; 

1VXU.O lllllov UlUO 


hvnnthprical "nrntein 

MGC28931 


2728 

Jw / jWU 


91 

X 


837 


dl7391348 


Homo saniens 


AAH 18615 S imilar to brain 

X X-X XX. JL X. XJ* X. Km? XXXXXX**»-X 1/ >-* iu^X wvxxx 

expressed, X-linked 1 


664 


100 


837 


gi7689029 


Homo sapiens 


AF220189_1 uncharacterized 
hypothalamus protein HBEX2 


664 


100 


837 


gi9963771 


Homo sapiens 


AF183416_1 ovarian granulosa 
cell 13.0 kDa protein hGR74 
homolog 


664 


100 


838 


gil5215122 


Mus musculus 


chondroadherin 


428 


31 


838 


gi29571143 


Mus musculus 


5430427NllRik protein 


430 


27 


838 


si30908853 


Homo sapiens 


synleurin 


3201 


100 


839 


gi 12842465 


Mus musculus 


unnamed protein product 


567 


92 


839 


gil5488920 


Homo s aniens 


AAH13587 Similar to RIKEN 
cDNA 2010107G23 gene 


632 


100 


839 


ffil9354289 


Mus musculus 


RIKEN cDNA 2010107G23 

JL ^ Ji Ju LL Jk^W 4- "1 ^» 1 ■ X M ^L iCk. i' ' NJ* JL. Vrf* JL. J **— ^ W 

gene 


567 


92 


840 


gi 16549697 


Homo sapiens 


unnamed protein product 


2483 


99 


840 


ffi20988071 


IVTiiq tnncipiiliiQ 


26000 1 lE07Rik orotein 


919 


80 


840 


gi21619776 


Homo sapiens 


Similar to RIKEN cDNA 
960001 1E07 ^ene 

^VvW JL JL -4—/ \/ / wWllw 


2491 


100 


841 


gil2963869 


Mus musculus 


gene trap ankyrin repeat 
rontiai ninp" nrotein 

vulllUIlllllC Lfl VbVAll 


223 


30 


841 


gi28565117 


Drosophila 
m el an ofras tpr 


myosin phosphatase DMBS-S 


228 


22 


841 


gi30138665 


Nitrosomonas 
eurotiaea ATCC 
19718 


Ankyrin-repeat 


228 


31 


842 


si 1 2408272 


Homo ^atiiPTi^ 


annlinnnrntpiii T.-TV ^nlice 

uL/Vfl Jl L/V/JL/JL J — / X V GpiluV 

variant a 


1742 


100 


84? 


mi 9408286 


T-T r^m o ^^nipriQ 

X 1. KJL LIKJ OtllJl t/lXO 


5i"nnlinf»TiT*otpiti T -T\A cstilipp 

CLLJ\JiLYJ\JlJL ULLyJll X—t X V OpllL/L/ 

variant a 


1742 


100 




oil H74151 


TTfYmn ccini pn q 

11U1HU OClXJlWiXo 


A OS 9 9 6 1 anolinntirotpin 

L4 


1725 


99 


843 


gi 12408272 


Homo sapiens 


apolipoprotein L-IV splice 
variant a 


1737 


99 


843 


gil2408286 


Homo sapiens 


apolipoprotein L-IV splice 
variant a 


1737 


99 


843 


gil3374351 


Homo sapiens 


AF305226 1 apolipoprotein 
L4 


1720 


99 


844 


gi2 1744725 


Homo sapiens 


AF478693_1 glycosyl- 
phosphatidyl-inositol-MAM 


2296 


100 


844 


gi25005318 


Sus scrofa 


MAM domain containing 


1804 


93 
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glycosylphosphatidylinositol 
anchor 1 






844 


gi25005320 


Sus scrofa 


glycosylphosphatidylinositol 
anchor 1 protein 


1673 


92 


845 


gi2 1744725 


Homo sapiens 


AF478693„1 glycosyl- 
phosphatidyl-inositol-MAM 


5051 


100 


845 


gi25005318 


Sus scrofa 


MAM domain containing 
glycosylphosphatidylinositol 
anchor 1 


4481 


95 


845 


gi25005320 


Sus scrofa 


glycosylphosphatidylinositol 
anchor 1 protein 


4350 


95 


846 


gil066493 


Saccharomyces 
cerevisiae 


Yprl44cp 


572 


30 


846 


gi32487557 


Oryza sativa 
(japonica cultivar- 
group) 


OSJNBa0013K16.9 


565 


32 


846 


gi4007758 


Schizosaccharomyce 
s pombe 


SPBC1 604.06c 


613 


33 


847 


gil4280050 


Homo sapiens 


Vps39/Vam6-like protein 


3913 


88 


847 


gil4701768 


Homo sapiens 


Vam6A^ps39-like protein 


3990 


89 


847 


gi23273399 


Homo sapiens 




4079 


98 


848 


gi23273399 


Homo sapiens j 




4095 


99 


848 


gi25059032 


Mus musculus 




3128 


72 


848 


gi29467442 


Homo sapiens 


cytosolic phospholipase A2 
delta 


1512 


41 


849 


gil4603301 


Homo sapiens 


Hypothetical protein FLJ1 1749 


986 


100 


849 


gi7291437 


Drosophila 
melanogaster 


CG4071-PA 


510 


49 


849 


gi9955513 


Arabidopsis thaliana 


putative protein 


340 


36 


850 


gil3161409 


Mus musculus 


family 4 cytochrome P450 


444 


73 


850 


gil3 182964 


Mus musculus 


AF233643 1 cytochrome P450 
CYP4F13 


196 


38 


850 


gi 13278244 


Mus musculus 


cytochrome P450, family 4, 
subfamily f 5 polypeptide 13 


196 


38 


851 


gil0944887 


Homo sapiens 


FGFR-like protein 


2475 


98 


851 


gil3183618 


Homo sapiens 


AF312678_1 FGF homologous 
factor receptor 


2424 


97 


851 


gi 13447749 


Homo sapiens 


AF279689_1 fibroblast growth 
factor receptor 5 


2475 


98 


852 


gil0944887 


Homo sapiens 


FGFR-like protein 


2701 


99 


852 


gil3183618 


Homo sapiens 


AF3 12678_1 FGF homologous 
factor receptor 


2650 


98 


852 


gi 13447749 


Homo sapiens 


AF279689_1 fibroblast growth 
factor receptor 5 


2701 


99 


853 


gi 109448 87 


Homo sapiens 


FGFR-like protein 


583 


98 


853 


gil3183618 


Homo sapiens 


AF312678_1 FGF homologous 
factor receptor 


583 


98 


853 


gi I3447749 


Homo sapiens 


AF279689J fibroblast growth 
factor receptor 5 


583 


98 


854 


gi 12667446 


Rattus norvegicus 


AF336854 1 synaptotagmin 
VIIs 


2034 


95 


854 


gi6136786 


Mus musculus 


synaptotagmin VII 


2025 


95 


854 


gi643656 


Rattus norvegicus 


synaptotagmin VII 


2034 


95 


855 


gil2053709 


Homo sapiens 


with thrombospondin type 1 
motif, 12 


8842 


100 
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855 


gi278 17773 


Mus musculus 


metalloprotease disintegrin 12 
protein 


7094 


80 


855 


gi5923788 


Homo sapiens 


AF140675_1 zinc 
metalloprotease ADAMTS7 


2471 


51 


856 


sil5929988 


Homo sapiens 


AAH 15423 Similar to TLH29 
protein precursor 


179 


48 


857 


gil3542874 


Mus musculus 


Similar to RIKEN cDNA 
2210412D01 


1301 


74 


857 


gil7391206 


Mus musculus 


RIKEN cDNA 2210412D01 


1591 


94 


857 


gi28277574 


Danio rerio 


Similar to RIKEN cDNA 
2210412D01 gene 


1377 


79 


858 


gil3542874 


Mus musculus 


Similar to RIKEN cDNA 
2210412D01 


1301 


72 


858 


gil7391206 


Mus musculus 


RIKEN cDNA 2210412D01 


1591 


94 


858 


gi28277574 


Danio rerio 


Similar to RIKEN cDNA 
2210412D01 gene 


1343 


79 


859 


gi20071312 


Mus musculus 


4933425F03Rik protein 


1219 


80 


859 


gi2 17732 


Oryctolagus 
cuniculus 


macrophage scavenger receptor 
type I subunit 


602 


38 


859 


gi33391740 


Homo sapiens 


MGC45780 


1521 


98 


860 


gi20071312 


Mus musculus 


4933425F03Rik protein 


1321 


86 


860 


gi33391740 


Homo sapiens 


MGC45780 


1656 


87 


860 


gi6478784 


Mus musculus 


scavenger receptor type A SR- 
A 


679 


34 


861 


gi 11493463 


Homo sapiens 


AF130117 38 PR02852 


298 


75 


861 


gi21748687 


Homo sapiens 


unnamed protein product 


319 


72 


861 


gi28801453 


Homo sapiens 


unnamed protein product 


325 


77 


862 


gi 14456 629 


Homo sapiens 

r 




1232 


50 


862 


gil5081398 


Homo sapiens 


AF395541_1 kruppel-like zinc 
finger protein 


^1245 


54 


862 


gi29476835 


Homo sapiens 




1222 


47 


863 


gil6551721 


Homo sapiens 


unnamed protein product 

\ r 


3124 


99 


863 


gi21320872 


Mus musculus 


Cog8 


2744 


87 


863 


gi7297851 


Drosophila 
melanogaster 


CG6488-PA 


1143 


43 


864 


gil6307258 


Homo sapiens 


AAH09717 hypothetical 
protein 


942 


100 


864 


gi22945521 


Drosophila 
melanogaster 


CG31922-PA 


165 


33 


864 


gi7242597 


Homo sapiens 


hypothetical protein 


942 


100 


865 


gi23274241 


Homo sapiens 


KIAA1892-like 


2039 


86 


865 


gi26332114 


Mus musculus 


unnamed protein product 


1964 


82 


865 


gi26345386 


Mus musculus 


unnamed protein product 


1964 


82 


866 


gil5620885 


Homo sapiens 


KIAA1913 protein 


2495 


100 


866 


gi26339494 


Mus musculus 


unnamed protein product 


2312 


90 


866 


gi28279830 


Homo sapiens 


KIAA1913 protein 


2495 


100 


867 


gil000448 


Rattus norvegicus 


Rat kidney AGT2 precursor 


2202 


81 


867 


gi 12406973 


Homo sapiens 


al anine-gl yoxyl ate 
aminotransferase 2 


2740 


100 


867 


gil944136 


Rattus norvegicus 


beta-alanine-pyruvate 
aminotransferase 


2249 


83 


868 


gi 1000448 


Rattus norvegicus 


Rat kidney AGT2 precursor 


1583 


84 


868 


gi 12406973 


Homo sapiens 


alanine-glyoxylate 
aminotransferase 2 


1870 


98 
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868 


gil944136 


Rattus norvegicus 


beta-alanine-pyruvate 
aminotransferase 


1630 


86 


869 


gi26892205 


Homo sapiens 


1 


448 


39 


869 


gi29436673 


Mus musculus 


1700049K14Rik protein 


1732 


99 


869 


gi4165315 


Sus scrofa 


kallikrein 


452 


41 


870 


gil7985046 


Brucella melitensis 
16M 


GLYCOSYL TRANSFERASE 


130 


28 


870 


gi205 15259 


Thermoanaerobacter 
tengcongensis 


predicted glycosyltransferases 


133 


32 


870 


gi4455730 


Streptomyces 
coelicolor A3(2) 


putative transferase 


140 


32 


872 


gil3649477 


Homo sapiens 


AF250309_1 putative cytokine 
receptor CRL4 precusor 


1998 


100 


872 


gi30584223 


synthetic construct 


Homo sapiens interleukin 17B 
receptor 


1998 


100 


872 


gi8705222 


Homo sapiens 


AF212365 1 IL-17B receptor 


1998 


100 


873 


gil8676472 


Homo sapiens 


FLJ00 133 protein 


6475 


100 


873 


gi20379832 


Homo sapiens 


FLJ00133 protein 


3072 


94 


873 


gi29568116 


Mus musculus 


secreted protein SST3 


3973 


84 


875 


gil4249936 


Homo sapiens 


AAH08349 Similar to S- 
adenosylhomocysteine 
hydrolase-like 1 


2581 


100 


875 


gil6588687 


Homo sapiens 


AF315687_1 S- 
adenosylhomocysteine 
hydrolase-like protein 


2429 


92 


875 


gi27692283 


Mus musculus 


S-adenosylhomocysteine 
hydrolase-like 1 


2429 


92 


876 


gi 14279990 


Homo sapiens 

_ EL 


AF294842 1 ubiquitin UBF-fl 


458 


100 


876 


gi29791813 


Homo sapiens 


Ubiquitin-conjugating enzyme 
E2C, isoform 1 


212 


74 


876 


gi30583439 


Homo sapiens 

IT 


ubiquitin-conjugating enzyme 
E2C 


212 


74 


877 


gi20086516 


Homo sapiens 


AF245303_1 prominin-2 
variant A 


4241 


99 


877 


gi20086518 


Homo sapiens 


AF245304_1 prominin-2 
variant B 


4241 


99 


877 


gi24637566 


Rattus norvegicus 


prominin-2 


3224 


74 


878 


gi29351676 


Homo sapiens 


Angiopoietin-like 5 


2104 


100 


878 


gi29468510 


Homo sapiens 


putative fibrinogen- like protein 


2099 


99 


878 


gi29791750 


Homo sapiens 


angiopoietin-like 1 


392 


37 


879 


gi29351676 


Homo sapiens 


Angiopoietin-like 5 


2100 


99 


879 


gi29468510 


Homo sapiens 


putative fibrinogen-like protein 


2095 


99 


879 


gi29791750 


Homo sapiens 


angiopoietin-like 1 


392 


37 


880 


gi29351676 


Homo sapiens 


Angiopoietin-like 5 


2100 


99 


880 


gi29468510 


Homo sapiens 


putative fibrinogen-like protein 


2095 


99 


880 


gi29791750 


Homo sapiens 


angiopoietin-like 1 


392 


37 


881 


gi 11493483 


Homo sapiens 


AF130117 48 PRO2550 


319 


66 


881 


gi 1872200 


Homo sapiens 


alternatively spliced product 
using exon 13 A 


303 


56 


881 


gi7770139 


Homo sapiens 


AF1 19917 13 PR01722 


318 


69 


882 


gil3543706 


Homo sapiens 


AAH06003 


349 


100 


882 


gi20988061 


Mus musculus 


1 8 1001 3D lORik protein 


333 


92 


882 


gi2 1619079 


Homo sapiens 




349 


100 


883 gill 493 652 


Homo sapiens 


AF200708 1 calcium channel 


2552 


100 
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blocker resistance protein 
CCBR1 






883 


gil3924720 


Homo sapiens 


AF252872_1 cystine/glutamate 
transporter xCT 


2552 


100 


883 


gil5082352 


Homo sapiens 


AAH12087 member 11 


2552 


100 


884 


gil4252988 


Homo sapiens 


SRPK1 a protein kinase 


2297 


86 


884 


gi23468345 


Homo sapiens 


SFRS protein kinase 1 


2304 


87 


884 


ei507213 


Homo saniens 

X. J. Will V-/ L-7XA X VllkJ 


serine kinase 


2297 


86 


885 


gi 18044358 


Homo sapiens 


AAH19883 Similar to lectin- 
like NK cell receotor 

X X 1V.W X ^ X. w v^x X x V> V w L/ i> v_.' L 


270 


57 


885 


ei9837288 


Homo saniens 

X. XV11A w UUL/IVIIU 


C-tvne lectin 


270 

AW / \_/ 


57 


885 


gi9837292 


Homo sapiens 


C-type lectin 


270 


57 


886 


ei22 164066 




AF188^85 1 neuroblastoma- 
amplified protein 


7571 


99 


886 


e.30353863 


ffnmn saniens 


TSTACt nrofpin 


7227 


99 


886 

U U V 


2i4337460 


Homo saniens 


n ei i robl a st otn a -a m nl i fi p H 
protein 


6886 


99 


887 


2i22164066 


Hntnn sanipns 


AF188^S5 1 neuroblastoma- 
amolified orotein 

UXllk/llXlVU V twill 




96 


887 


gi30353863 


Homo sapiens 


NAG protein 


6965 


96 


887 


gi43 37460 


Homo sapiens 


neuroblastoma-amplified 
nrotein 


6624 


96 


888 


ei 18645094 


uncultured 

pr ote ob acteri um 


M20/M25/M40 familv 
peptidase, putative 


383 


38 


888 


gi 193 87947 


Mus musculus 


LOC2 12933 protein 


510 


73 


888 


gi28806353 


Vibrio 

parahaemolyticus 


putative M20/M25/M40 familv 

K* 1 ^ ^> w * v A V A » A f A V A f A * ■ A t-Vl A A A A T 

peptidase 


387 


35 


889 


gil 1558029 


Homo sapiens 


oreanic cation transporter 


1857 


99 


889 


gil8088251 


Homo sapiens 


AAH20565 Similar to hBOIT 
for potent brain type organic 
ion transporter 


1839 


95 


889 


gi9663117 


Homo sapiens 


organic cation transporter 


1849 


99 


890 


gi21732438 


Homo sapiens 


hypothetical protein 


977 


100 


890 


ei26330392 


Mus musculus 


unnamed nrotein nroduct 

uiiiidiii ivu iw* i ^ Lwiii r~* -k-lr k*X « 


765 


80 


890 


gi26390211 


Mus musculus 


unnamed protein product 


765 


80 


891 


eil3375149 


Homo saniens 

JL IVlllW UULTlWllU 




853 


90 


891 


si20072584 


M*us musculus 

X > X IXiL? XXX IXuv 1X1 l~XO 


cDNA seauence BC027127 


259 


37 


891 


ei7259265 


Mus musculus 


rem on 


111 


47 


892 


eil6589003 


UTomo ^anieri^ 


AF^S664Q 1 bromodomain- 

containing 4 


W J »^ 


99 


892 


ei 18308 125 


Mus musculus 

1VXUU llllriLJV til u u 


AF461^Q5 1 bromoHomain- 
containing nrotein BRD4 lonff 

VV/lllUlllillw L/l ULVlll X/l\ 8 \ X vlXC. 

variant 


5992 


92 

zs 


892 


gi9931486 


Mus musculus 


AF273217_1 cell proliferation 
related protein CAP 


5994 


92 


893 


gi 15420828 


Homo sapiens 


AF397392 1 NOE3-1 


2504 


99 


893 


gil9386926 


Rattus norvegicus 


AF442822_1 optimedin form B 


2484 


98 


893 


gil 9386930 


Mus musculus 


AF442824__1 optimedin form B 


2484 


98 


894 


gi22209078 


Homo sapiens 


hypothetical protein 
DKFZp566D234 


4474 


99 


894 


gi26337809 


Mus musculus 


unnamed protein product 


4135 


91 


894 


gi6330966 


Homo sapiens 


KIAA1263 protein 


4492 


100 


895 


gi 12654031 


Homo sapiens 


AAH00819 Similar to CG6950 
gene product 


1538 


99 
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895 


gi5002565 


Takifugu rubripes 


cysteine conjugate beta-lyase 


1235 


55 


895 


gi758591 


Homo sapiens 


glutamine— phenylpyruvate 
aminotransferase 


1193 


51 


i 896 


gil4017833 


Homo sapiens 


KIAA 180 8 protein 


2905 


99 


896 


gi2 1666433 


Mus museums 


AF404775_1 actin-binding 
LIM protein 1 medium isoform 


1498 


60 


896 


gi30259308 


Mus musculus 


actin-binding LIM protein 2 


2799 


86 


897 


gi2062399 


Rattus norvegicus 


protein serine/threonine kinase 
CPG16 


818 


52 


| 897 


gi6716518 


Mus musculus 


AF 1551 doublecortin-like 
kinase 


818 


52 


897 


gi6716522 


Mus musculus 


AF155821 1 CPG16 


818 


52 


898 


gi2062399 


Rattus norvegicus 


protein serine/threonine kinase 
CPG16 


818 


52 


898 


gi671 65 18 


Mus musculus 


AF1 55 1 doublecortin-like 
kinase 


818 


52 


898 


gi67 16522 


Mus musculus 


AF155821 1 CPG16 


818 


52 


899 


gil3436035 


Mus musculus 


prostaglandin E synthase 2 


1583 


83 


899 


gi29 179467 


Danio rerio 


Similar to prostaglandin E 
synthase 2 


1079 


60 


899 


gi9280108 


Macaca fascicularis 


membrane-associated 
prostaglandin E synthase-2 


1907 


97 

— * # 


900 


gi 12805247 


Mus musculus 


! Complement component 1, q 
subcomponent, alpha 
polypeptide 


945 


70 


900 


gi20988805 


Homo sapiens 


complement component 1, q 
subcomponent, alpha 
polypeptide 


1308 


99 


900 


gi4894854 


Homo sapiens 


AF135157_1 complement Clq 
A chain precursor 


1308 


99 


901 


gil2841760 


Mus musculus 


unnamed protein product 


928 


80 


901 


gil2846817 


Mus musculus 


unnamed protein product 


931 


80 


901 


gi30802090 


Homo sapiens 


Similar to RIKEN cDNA 
1S10059G22 gene 


1127 


100 


902 


gi2 1707458 


Homo sapiens 


PAX transcription activation 
domain interacting protein 1 
like 


2704 


87 


| 902 


gi2565046 


Homo sapiens CAGF28 


3771 


97 


902 


gi4336734 


Mus musculus 


Pax transcription activation 
domain interacting protein PTIP 


4115 


77 


! 903 


gil4164561 


Xenopus laevis 


AF172855 1 Swift 


467 


79 


903 


gi4336734 


Mus musculus 


Pax transcription activation 
domain interacting protein PTIP 


531 


93 


904 


gil5929776 


Homo sapiens 


AAH15309 growth suppressor 
1 


135 


41 


904 


gi23271416 


Mus musculus 


Leprel protein 


135 


41 


1 904 


gi30582917 


Homo sapiens 


1 


135 


41 


905 


gi2443352 


Mus musculus 


platelet glycoprotein lb beta 


149 


45 


905 


gi30908853 


Homo sapiens 


synleurin 


1549 


100 


905 


gi6808603 


Homo sapiens 


AF169675_1 leucine-rich 
repeat transmembrane protein 
FLRT1 


147 


40 


906 


gil3991167 


Homo sapiens 

i 


sialic acid-binding 
immunoglobulin-like lectin-like 
long splice variant 


1174 


100 
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906 


gil4625822 


Homo sapiens 


AF282256 1 Siglec-Ll 


1174 


100 


906 


gi23272769 


Homo sapiens 


SIGLEG-likel 


1174 


100 


907 


gi 13435476 


Mus musculus 


DNA segment, Chr 10, 
University of California at Los 
Angeles 1 


900 


95 


907 


gi28279553 


Danio rerio 


i Similar to DNA segment, Chr 
10, University of California at 
j Los Angeles 1 


750 


87 


907 


gi29 144983 


Mus musculus 


DNA segment, Chr 6, ERATO 
Doi 253, expressed 


657 


67 


908 


gil504040 


Homo sapiens 




4470 


56 


908 


gi6273399 


Homo sapiens 


AF200348_1 melanoma- 
associated antigen MG50 


4470 


56 


908 


gi7292259 


Drosophila 
melanogaster 


CG12002-PA 


2536 


36 


909 


gil504040 


Homo sapiens 




4470 


56 


909 


gi6273399 


Homo sapiens 


AF200348 1 melanoma- 
associated antigen MG50 


4470 


56 


909 


gi7292259 


Drosophila 
melanogaster 


CG12002-PA 


2536 


36 


910 


gi 15 04040 


Homo sapiens 




4112 


56 


910 

J A1 A 


gi6273399 


Homo sapiens 


AF200348_1 melanoma- 
associated antigen MG50 


4112 


56 


910 


gi7292259 


Drosophila 
melanogaster 


CG12002-PA 


~Z388 


~36 


911 


gil 8 175295 


Homo sapiens 


CRB1 isoform II precursor 


1258 


28 


911 


gi 18 182323 


Mus musculus 


AF406641_1 crumbs-like 
protein 1 precursor 


1242 


29 


911 


gi29 144951 


Mus musculus 


5930402A21 protein 


4084 


72 


912 


gil 1493463 


Homo sapiens 


AF130117 38 PR02852 


173 


54 


912 


gi2 1104464 


Homo sapiens 


OK/SW-CL.41 


184 


61 


912 


gi6650802 


Homo sapiens 


AF1 18094 17 PR01848 


200 


56 


913 


gi6808611 


Homo sapiens 


AF204231_1 88-kDaGolgi 
protein 


3237 


99 


913 


gi6969980 


Homo sapiens 


AF 163441 1 golgin 67 


2345 


98 


913 


gi7211438 


Homo sapiens 


AF 164622 1 golgin-67 


2327 


98 


914 


gil5030299 


Mus musculus 


protein kinase, cAMP 
dependent regulatory, type I 
beta 


1881 


94 


914 


gi200365 


Mus musculus 


c AMP- dependent protein 
kinase regulatory subunit 


1886 


94 


914 


gi307377 


Homo sapiens 


cAMP-dependent protein 
kinase Rl-beta regulatory 
subunit 


1957 


99 


915 


gil4017915 


Homo sapiens 


KIAA1849 protein 


3460 


100 


915 


gi7022002 


Homo sapiens 


unnamed protein product 


3074 


100 


i 915 




riomo sapiens 


unnamed protein product 


3460 


100 


916 


gil 845577 


Mus musculus 


-lipoxygenase 


2619 


77 


916 


gi3 0047223 


Mus musculus 


Arachidonate lipoxygenase, 
epidermal 


2617 


77 


916 


gi3645913 


Mus musculus 


-lipoxygenase 


2619 


77 


917 


gil5489302 


Mus musculus 


arachidonate lipoxygenase, 
epidermal 


1142 


69 


917 


gil845577 


Mus musculus 


-lipoxygenase 


1139 


69 


917 


gi3 0047223 


Mus musculus 


Arachidonate lipoxygenase, 


1142 


69 
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epidermal 






918 


gil5489302 


Mus musculus 


arachidonate lipoxygenase, 
epidermal 


1263 


75 


918 


gil845577 


Mus musculus 


-lipoxygenase 


1260 


75 


918 


gi30047223 


Mus musculus 


Arachidonate lipoxygenase, 
epidermal 


1263 


75 


919 


gil2053299 


Homo sapiens 


hypothetical protein 


2183 


100 


919 


gi22478033 


Homo sapiens 


hypothetical protein FLJ22944 


3409 


91 


919 


gi22945612 


Drosophila 
melanogaster 


CG31652-PA 


131 


23 


920 


gil4198207 


Mus musculus 


hypothetical protein BC008163 


1599 


98 


920 


gi 19343 692 


Homo sapiens 




1625 


100 


920 


gi7294965 


Drosophila 
melanogaster 


CG4452-PA 


615 


40 


921 


gi21594983 


Homo sapiens 


cytokine-like protein C17 


238 


74 


921 


gi8132683 


Homo sapiens 


AF 193766^1 cytokine-like 
protein C17 


238 


74 


922 


gi21594983 


Homo sapiens 


cytokine-like protein C17 


238 


74 


922 


gi 8 1326 83 


Homo sapiens 


AF193766_1 cytokine-like 
protein C17 


238 


74 


923 


gi2 1594983 


Homo sapiens 


cytokine-like protein CI 7 


381 


81 


923 


gi8132683 


Homo sapiens 


AF193766__1 cytokine-like 
protein CI 7 


381 


81 


924 


gi2 1594983 


Homo sapiens 


cytokine-like protein CI 7 


263 


98 


924 


gi8132683 


Homo sapiens 


AF193766_1 cytokine-like 
protein CI 7 


263 


98 


925 


gi2 1594983 


Homo sapiens 


cytokine-like protein C17 


591 


100 


925 


gi8132683 


Homo sapiens 


AF193766_1 cytokine-like 
protein CI 7 


591 


100 


926 


gil3396317 


Homo sapiens 




2741 


99 


926 


gi 17975777 


Homo sapiens 


vesicular inhibitory amino acid 
transporter 


2741 


99 


926 


gi3 1566392 


Homo sapiens 


Vesicular inhibitory amino acid 
transporter 


2741 


99 


927 


gi22507470 


Mus musculus 


AI4 13481 protein 


2042 


92 


927 


gi3097285 


Rattus norvegicus 


ZOG 


658 


39 


927 


gi802014 


Rattus norvegicus 


preadipocyte factor 1 


653 


39 


928 


gil6768374 


Drosophila 
melanogaster 


GM03282p 


357 


36 


928 


gil8088059 


Mus musculus 


E030025D05Rik protein 


1600 


89 


928 


gi6624073 


Homo sapiens 


AC007743_1 similar to 
hepatitis delta antigen 
interacting protein A 


1755 


93 


929 


gil4250638 


Homo sapiens 


AAH08783 Similar to DNA 
segment, Chr 17, human 
D6S54E 


864 


97 


929 


gi3941733 


Mus musculus 


AAC82476 BAT4 


582 


70 


929 


gi4337106 


Homo sapiens 


AAD18082 BAT4 


864 


97 


930 


gi27476065 


Oryza sativa 
(japonica cultivar- 
group) 


Putative 

phosphate/phosphoenolpyruvate 
translocator protein 


266 


30 


930 


gi5911433 


Rattus norvegicus 


AF182714_1 putative 

phosphate/phosphoenolpyruvate 

translocator 


621 


88 


930 


gi9759107 


Arabidopsis thaliana 




282 


30 
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phosphate/phosphoenolpyruvate 
translocate protein-like 






931 


gil5277895 


Homo sapiens t 


AAH12939 Similar to 
cardiotrophin-like cytokine; 
neurotrophin- 1/B-cell 
stimulating factor-3 


1204 


99 


931 


gil6356643 


Homo sapiens 


cardiotrophin-like cytokine 


1204 


99 


931 


gi6007643 


Homo sapiens 


neurotrophin- 1/B-cell 
stimulating factor-3 


1204 


99 


932 


gil 8490933 


Homo sapiens 


FLJ21269 protein 


846 


98 


932 


gi20268674 


Mus musculus 


MT-MC1 


715 


82 


932 


gi22003732 


Homo sapiens 


AF527367 1 MTLC 


853 


99 


933 


gil5982236 


Mus musculus 


putative methionyl 
aminopeptidase 


1095 


94 


933 


gi23306398 


Arabidopsis thaliana 


, putative 


744 


50 


933 


gi24899771 


Arabidopsis thaliana 


, putative 


744 


50 


934 


gil336013 


Mus musculus 


neurexophilin 2 


550 


45 


934 


gi22477181 


Homo sapiens 


Similar to neurexophilin 4 


1649 


99 


934 


gi4 104963 


Rattus norvegicus 


neurexophilin 4 


1493 


90 


935 


gil2852913 


Mus musculus 


unnamed protein product 


193 


75 


935 


gi26326067 


Mus musculus 


unnamed protein product 


193 


75 


937 


gil9387136 


Homo sapiens 


AF479748_1 PYRIN- 
containing APAFl-like protein 
5 


874 


99 


937 


gi202806 


Rattus norvegicus 


vasopressin receptor 


561 


68 


937 


gi28436366 


Homo sapiens 


NALP6 


874 


99 


938 


gil 1321325 


Homo sapiens 


AF311862 1 Lin-7b 


1030 


100 


938 


gi20381193 


Homo sapiens 


Lin-7b protein; likely ortholog 
of mouse LIN-7B; mammalian 
LIN-7 protein 2 


1030 


100 


938 


gi3885828 


Rattus norvegicus 


lin-7-A 


1019 


98 


939 


gil4349125 


Homo sapiens 


alpha2-glucosyltransferase 


738 


96 


939 


gi32490259 


Oryza sativa 
(japonica cultivar- 
group) 


O8JNBb0116K07.1 


190 


36 


939 


gi35 13451 


Rattus norvegicus 


potassium channel regulator 1 


718 


93 


940 


gil3325140 


Homo sapiens 


AAH04383 


2693 


100 


940 


gi35768 


Homo sapiens 


polypirimidine tract binding 
protein 


2693 


100 


940 


gi35774 


Homo sapiens 




2693 


100 


941 


gi2 1522774 


Homo sapiens 


unnamed protein product 


3068 


100 


941 


gi24047224 


Homo sapiens 


Similar to EGF-like-domain, 
multiple 6 


3048 


99 


941 


gi6752658 


Homo sapiens 


AF186084_1 epidermal growth 
factor repeat containing protein 


3043 


99 


942 


gil 1522772 


Homo sapiens 


unnamed protein product 


3102 


100 


942 


gi24047224 


Homo sapiens 


Similar to EGF-like-domain, 
multiple 6 


3043 


98 


942 


gi6752658 


Homo sapiens 


AF186084_1 epidermal growth 
factor repeat containing protein 


3038 


98 


943 


gil 1385648 


Homo sapiens 


AF273045_1 CTCL tumor 
antigen sel4-3 


3867 


99 


943 


gi 17980969 


Homo sapiens 


AF454056 1 sel4-3r protein 


5146 


99 


943 


gi29165763 


Mus musculus 


363241 3B07Rik protein 


5213 


82 
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944 


gi 13 677201 


Homo sapiens 

4- 




2771 


100 


944 


gil7980969 


Homo sapiens 


AF454056 1 sel4-3r protein 


3140 


99 


944 


gi29 165763 


Mus musculus 


3632413B07Rik protein 


3613 


89 


945 


gil 1385648 


Homo sapiens 


AF273045_1 CTCL tumor 
antigen sel4-3 


3806 


94 


945 


gil7980969 


Homo sapiens 


AF454056 1 sel4-3r protein 


5085 


95 


945 


gi29 165763 


Mus musculus 


3632413B07Rik protein 


5492 


85 


946 


gil 1385648 


Homo sapiens 


AF273045_1 CTCL tumor 
antigen sel4-3 


3806 


94 


946 


gil7980969 


Homo sapiens 


AF454056 1 sel4-3r protein 


5085 


95 


946 


gi29 165763 


Mus musculus 


36324 13B07Rik protein 


5566 


87 


947 


gil4043211 


Homo sapiens 


AAH07594 Similar to RIKEN 
cDNA 4931428F04 gene 


2410 


98 


947 


gi21739633 


Homo sapiens 


hypothetical protein 


2430 


97 


947 


gi25058997 


Mus musculus 


1110003N12Rik protein 


941 


63 


949 


gil9387136 


Homo sapiens 


AF479748_1 PYRIN- 
containing APAFl-like protein 
5 


1735 


99 


949 


gi202806 


Rattus norvegicus 


vasopressin receptor 


1030 


64 


949 


gi28436366 


Homo sapiens 


NALP6 


1735 


99 


950 


gi20338417 


Gallus gall us 


potassium channel subunit 


5079 


88 


950 


gi3875660 


Caenorhabditis 
el e sans 




2164 


45 


950 


gi3978472 


Rattus norvegicus 


potassium channel subunit 


5376 


90 


951 


gil8147612 


Homo sapiens 


metalloprotease disintegrin 


4376 


96 


951 


gi21908028 


Homo sapiens 


AF466287 1 a disintegrin and 
metalloprotease domain 33 


4360 


96 


951 


gi21908030 


Homo sapiens 


a disintegrin and 
metalloprotease domain 33 


4360 


96 


952 


gil2841733 


Mus musculus 


unnamed protein product 


715 


92 


952 


gil 8606367 


Mus musculus 


RIKEN cDNA 4930570C03 


715 


92 


952 


gi3 1581976 


Homo sapiens 


FLJ20489 protein 


472 


100 


953 


gi 15420879 


Mus musculus 


AF398971 1 ankyrin repeat- 
containing SOCS box protein 
10 


2049 


83 


953 


gil 803 1949 


Mus musculus 


SOCS box protein ASB-1S 


800 


44 


953 


gil 8092200 


Homo sapiens 


AF4 17920 1 ASB-10 


2174 


91 


954 


gi32707 


Homo sapiens 


interferon-omega 1 


337 


51 


954 


gi386800 


Homo sapiens 

rr, 


interferon-alpha 


340 


51 


954 


gi491284 


synthetic construct 


IFN-pseudo-omega 2 


799 


98 


955 


gil5928971 


Homo sapiens 


AAH 1 495 1 Similar to neuronal 
thread protein 

, £_ , 


430 


90 


955 


gi9844579 


Homo sapiens 




450 


97 


955 


gi9844580 


Homo sapiens 




623 


84 


956 


gil 1559412 


Homo sapiens 


NADPH-dependent retinol 
dehydrogenase/reductase 


587 


100 


956 


gil 2804321 


Homo sapiens 


AAH03019 peroxisomal short- 
chain alcohol dehydrogenase 


685 


100 


956 


gil9113668 


Homo sapiens 


NADP-dependent retinol 
dehydrogenase short isoform 


878 


100 


957 


gi22658418 


Mus musculus 


cDNA sequence BC030934 


1499 


68 


957 


gi28838433 


Homo sapiens 


DKFZp762A20 13 protein 


1759 


82 


957 


gi30842594 


Homo sapiens 


putative sulfhydryl oxidase 
precursor 


1668 


78 
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958 


gil2958660 


Homo sapiens 


AF321918 1 acid phosphatase 


2252 


100 


958 


gil2958663 


Homo sapiens 


AF321918 4 acid phosphatase 

X X 

variant 3 


1285 


99 


958 


gi52871 


Mus musculus 


lysosomal acid phosphatase 


832 


45 


959 


gil 1493443- 


Homo sapiens 


AF130117 27 PRO2209 


1703 


100 


959 


gi28966 


Homo sapiens 


alpha 1-antitrypsin 


1703 


100 


959 


gi6855601 


Homo sapiens 


AF1 13676 1 PRO0684 


1703 


100 


960 


gil I493443 


Homo sapiens 


AF130117 27 PRO2209 


2040 


95 


960 


gil77829 


Homo sapiens 


alpha- 1 -antitrypsin 


2040 


95 


960 


gi28966 


Homo sapiens 


alpha 1-antitrypsin 


2040 


95 


961 


gil 1493443 


Homo sapiens 


AF130117 27 PRO2209 


2025 


95 


961 


gil77829 


Homo sapiens 


alpha- 1 -antitrypsin 


2025 


95 


961 


gi28966 


Homo sapiens 


alpha 1-antitrypsin 


2025 


95 


962 


gil 1493443 


Homo sapiens 


AF130117 27 PRO2209 


2036 


95 


962 


gil77829 


Homo sapiens 


alpha- 1 -antitrypsin 

£_ ill 


2036 


95 


962 


gi28966 


Homo sapiens 


alpha 1-antitrypsin 


2036 


95 


964 


gil841702 


Macaca fascicularis 


fertilin alpha-I isoform 


3138 


70 


964 


ei2632092 


Pone;o pvemaeus 


fertilin alpha protein 

X_ *mrS X. k-llli A %*V X * Jk. A W »*irX V>^w«*rXXX 


4125 


92 


964 


si794073 


Macaca fascicularis 


fertilin alpha-I 


3138 


70 


965 


gil7887359 


Orvctolaeus 
cuniculus 


lipophilin AL2 


248 


54 


965 


gi4 107229 


Homo sapiens 


lipophilin A 


454 


100 


965 


gi4 107231 


Homo sapiens 


lipophilin B 


267 


60 


966 


gil3817037 


Homo sapiens 


E-type ATPase 


2812 


99 


966 


gi20988653 


Homo sapiens 


Similar to ectonucleoside 
triphosphate 
diphosphohydrolase 3 


2413 


99 


966 


gi3335100 


Homo sapiens 


CD39L3 


2816 


100 


967 


gil 80251 


Homo sapiens 


precerebellin 


542 


57 


967 


gi6942096 


Mus musculus 


CBLN3 


936 


93 


967 


gi6942098 


Mus musculus 


AF218380 1 CBLN3 


936 


93 


968 


gil 8255724 


Mus musculus 


LOC215928 protein 


131 


28 


968 


si2 17^0370 


Homo s aniens 


unnamed protein product 


1136 


100 


968 


gi28460663 


Rattus norvegicus 


Na+ dependent glucose 
transporter 1 


185 


30 


969 


gi21750370 


Homo sapiens 


unnamed protein product 


2545 


99 


969 


ed22328120 


Homo saDiens 

X. X V^X 41V JUL/AVUO 


hvnothetical protein 
DKFZp761N1114 


2077 

xw V* f l 


99 


969 


ei26332881 


Mus musculus 


unnamed nrotein product 


2116 


86 


970 


eil3161123 


Homo s aniens 

■X A. V^X X X UMl/iVJUU 


AF332239 1 transcript Y 1 0 


147 


54 


970 


ei4545317 


Acipenser ruthenus 


AF 129437 1 immunoelobulin 

A X. X X> * 1 / X XX XXX X X Ml X X ^— ' *— - X XXX 

light chain precursor 


149 


25 


970 


2i9937599 


Salmo trutta 


AF296378 1 MHC class I 
heavy chain 


153 


31 


971 


gil 2964746 


Mus musculus 


AF31 66 12_1 neuronal 
pentraxin receptor 


2207 


88 


971 


gi2253263 


Rattus norvegicus 


neuronal pentraxin receptor 


2232 


89 


971 


gi4160197 


Homo sapiens 




2512 


99 


972 


gi27884137 


Danio rerio 




3553 


78 


972 


gi3170615 


Mus musculus 


DOC4 


4166 


96 


972 


gi4760782 


Mus musculus , 


Ten-m4 


4188 


96 


973 


gil4714932 


Homo sapiens 


A AH 10623 -like 1 


3770 


100 


973 


gi2 1748606 


Homo sapiens 


FLJ00380 protein 


3729 


96 


973 


gi541678 


Homo sapiens 


hbZ17 


3729 


96 
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974 


gil7044301 


Leishmania major 


possible LIM-binding factor 


2875 


36 


974 


gi23095182 


Drosophila 
melanogaster 


CG13809-PA 


3997 


46 


974 


gi7716100 


Rattus norvegicus 


AF226993__1 selective LIM 
binding factor 


8413 


95 


975 


gi20799661 


Mus mus cuius 


AF503575_1 mucolipin-2 


1593 


71 


975 


gi244 17793 


Mus musculus 


mucolipin 2 


1593 


71 


975 


gi24417795 


Homo sapiens 


mucolipin 2 


1912 


86 


976 


gi20799661 


Mus musculus 


AF503575_1 mucolipin-2 


2394 


83 


976 


gi244 17793 


Mus musculus 


mucolipin 2 


2394 


83 


976 


gi244 17795 


Homo sapiens 


mucolipin 2 


2817 


99 


977 


gil5 10147 


Homo sapiens 




309 


23 


977 


gi22477432 


Homo sapiens 


DKFZP762N2316 protein 


4532 


91 


977 


gi403020, 


Mus musculus 


En-2/lacZ fusion protein 


988 


96 


980 


gil513059 


Homo sapiens 


serin protease with IGF- 
binding motif 


2203 


92 


980 


gil621244 


Homo sapiens 


novel serine protease, PRSS1 1 


2203 


92 


980 


gi5281519 


Homo sapiens 


AF157623_1 HTRA serine 
protease 


2203 


92 


981 


gil 1990126 


Camelus 
dromedarius 


chymosin 


1187 


56 


981 


gi540097 


Sus scrofa 


preprochymosin 


1187 


58 


981 


gi7008025 


Callithrix jacchus 


prochymosin 


1346 


64 


982 


gi27356934 


Homo sapiens 


extracellular sulfatase SULF-2 


293 


100 


982 


gi27356938 


Mus musculus 


extracellular sulfatase SULF-2 


288 


100 


982 


gi28191290 


Homo sapiens 


sulfatase SULF1 precursor 


276 


68 


984 


gi27 124671 


Homo sapiens 


Zn-carboxypeptidase 


2008 


99 


984 


gi27529696 


Paralichthys 
olivaceus 


carboxypeptidase B 


808 


49 


984 


gi60 13463 


Bothrops jararaca 


carboxypeptidase homolog 


817 


46 


985 


gi27 124671 


Homo sapiens 


Zn-carboxypeptidase 


2008 


99 


985 


gi27529696 


Paralichthys 

olivaceus 


carboxypeptidase B 


808 


49 


985 


gi60 13463 


Bothrops jararaca 


carboxypeptidase homolog 


817 


46 


986 


gil 1545705 


Homo sapiens 


ISCU1 


663 


99 


986 


gil 1545707 


Homo sapiens 


ISCU2 


845 


100 


986 


gi20381021 


Mus musculus 


Nifu-pending protein 


807 


96 


987 


gil 23 14022 


Homo sapiens 




883 


89 


987 


gi22417143 


Homo sapiens 


CGI-301 protein 


853 


100 


987 


gi32879760 


Homo sapiens 


Snf7 homologue associated 
with Alix 1 


883 


89 


988 


gil2805221 


Mus musculus 


Lymphocyte antigen 6 
complex, locus A 


137 


33 


988 


gil 98924 


Mus musculus 


Ly-6A.2 


137 


33 


988 


gi201113 


Mus musculus 


T-cell activation protein 


137 


33 


989 


gil 75 12406 


Mus musculus 


differential display and 

activated by p53 


1063 


67 


989 


gi25166615 


Homo sapiens 


AF223000_1 DDA3-like 
protein 


1673 


99 


989 


gi25 166621 


Homo sapiens 


AF322891_1 DDA3-like 
protein 


1673 


99 


990 


gil5990480 


Homo sapiens 


-binding protein 2 


1570 


100 


990 


gi21961217 


Homo sapiens 


-binding protein 2 


1570 


100 


990 


gi22213050 


Mus musculus 


B230313N05Rilc protein 


1555 


98 
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991 


gi204058 


Rattus norvegicus 


extracellular signal-related 
kinase 3 


1497 


62 


991 


gi23903 


Homo sapiens 


63kDa protein kinase 


2894 


99 


991 


gi27882123 


Danio rerio 


Similar to mitogen-activated 
protein kinase 4 


1670 


61 


992 


gil7016967 


Homo sapiens 


AF435011 1 NUANCE 


5643 


97 


992 


gil7861384 


Homo sapiens 


nesprin-2 gamma 


5643 


97 


992 


gi24417711 


Homo sapiens 


nesprin-2 


5643 


97 


993 


gi 18204756 


Mus mus cuius 


23 10044D20Rik protein 


626 


68 


993 


gi21706580 


Mus mus cuius 


A830073O21Rik protein 


170 


29 


993 


gi33328302 


Homo sapiens 


NS5ATP6 


997 


100 


994 


gil9353133 


Mus mus cuius 


Clq-like 


961 


66 


994 


gi26996600 


Mus musculus 


Similar to Clq-like 


1468 


94 


994 


d3 240 1227 


Homo sapiens 


AF525315_1 Clq-domain 
containing protein 


1528 


98 


995 


gi 1471 8648 


Homo sapiens 


allantoicase 


1633 


99 


995 


gi20987689 


Homo sapiens 


Similar to allantoicase 


1838 


99 


995 


ei9255889 


Mus musculus 


AF278712 1 allantoicase 


1465 


77 


996 


gil5617341 


Homo sapiens 


LAG-3 protein precursor 


2813 


99 


996 


gi30851187 


Homo sapiens 


LAG3 protein 


1906 


99 


996 


gi579596 


Homo sapiens 


lymphocyte protein 


2651 


98 


997 


gil3810285 


Rattus norvegicus 


guanine nucleotide 
release/exchange factor 


5813 


91 


997 


gi2522208 


Homo sapiens 


Ras-GRF2 


6407 


99 


997 


gi5882290 


Homo sapiens 


Ras guanine nucleotide 
exchange factor 2 


6401 


99 


998 


gi22038159 


Homo sapiens 


AF527605 1 ziziminl 


8544 


100 


998 


gi28374168 


Mus musculus 


AA959601 protein 


8001 


92 


998 


gi3 1419757 


Mus musculus 


AA959601 protein 


8001 


92 


999 


gi 10433 672 


Homo sapiens 


unnamed protein product 


1530 


100 


999 


gi 19263505 


Homo sapiens 


hypothetical protein FLJ 12242 


1530 


100 


999 


gi23272394 


Homo sapiens 


KCTD2 protein 


728 


67 


1000 


gi 1404 1697 


Homo sapiens 




3585 


99 


1000 


gi2 1594273 


Homo sapiens 




3626 


100 


1000 


2;i25303955 


Homo sapiens 




3600 


100 


1001 


gi 1438532 


Rattus norvegicus 


rAl 


527 


25 


1001 


si 1438534 


Rattus norveeicus 


rA9 


4640 


67 


1001 


gi27371336 


Homo sapiens 


Similar to CTD-binding SR- 
like protein rA9 


2008 


97 


1002 


gil438534 


Rattus norvegicus 


rA9 


4640 


67 


1002 


gi27371336 


Homo sapiens 


Similar to CTD-binding SR- 

like* nmtfMti rAQ 


2008 


97 


1002 


gi7296722 


Drosophila 

liiciaiiugao lci 


CG2926-PA 


536 


23 


1003 


si 1675220 


Cricetulus eriseus 


SREBP cleavaee activating 
protein 


6194 


92 


1003 


gi23240172 


Drosophila 
melanogaster 


CG33131-PA 


1077 


32 


1003 


gi3 0048445 


Mus musculus 


Similar to SREBP 
CLEAVAGE-ACTIVATING 
PROTEIN 


2600 


89 


1004 


gil2652851 


Homo sapiens 


AAH00178 potassium channel 
modulatory factor 


1987 


100 


1004 


gi26453336 


Homo sapiens 


FIGC1 


1983 


99 
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1004 


gi7677058 


Homo sapiens 


AF155652_1 potassium 
channel modulatory factor 


1983 


99 


1005 


gi26341968 


Mus musculus 


unnamed protein product 


654 


54 


1005 


gi27695389 


Mus musculus 


MGC5 80 17 protein 


1058 


98 


1005 


gi30481648 


Homo sapiens 




654 


54 


1006 


gill875318 


Mus musculus 


synaptotagmin XIII 


2004 


89 


1006 


gi 142 10274 


Rattus norvegicus 


AF375466 1 synaptotagmin 13 


2000 


89 


1006 


gi21410154 


Mus musculus 


synaptotagmin 13 


2004 


89 


1007 


gi 11342591 


Mus musculus 


RanBP7/importin 7 


5415 


99 


1007 


ei32330683 


Mus musculus 


importin 7 


5427 


99 


1007 


gi3800881 


Homo sapiens 


RanBP7/importin 7 


5447 


100 


1008 

x. v/ vv 


eil7939650 


Homo sapiens 


AAH 19302 hvDothetical 
protein FLJ12525 


3770 


99 


1008 


gi 18676522 


Homo sapiens 


FLJ00158 protein 


1512 


100 


1008 


gi27462078 


Homo sapiens 


AF1 16730 1 MS TP 060 


3739 


96 


1009 


gi28981429 


Mus musculus 


Ddefl protein 


4690 


95 


1009 


gi4063614 


Mus musculus 


ADP-ribosylation factor- 
directed GTPase activating 
protein isoform a 


4701 


94 


1009 


gi4406393 


Bos taurus 


differentiation enhancing factor 
1 


4700 


95 


1011 


gil3872813 


Homo sapiens 


fibulin-6 


541 


29 


1011 


gi 14575679 


Homo sapiens 


AF156100 1 hemicentin 


537 


29 


1011 


gi9280405 


Homo sapiens 

Mr 


AF245505_1 adlican 


1631 


47 


1012 


gil2843704 


Mus musculus 


unnamed protein product 


1005 


72 


1013 


gil2833251 


Mus musculus 


unnamed protein product 


710 


58 


1013 


gil7511816 


Homo sapiens 


AAH 18758 Similar to RIKEN 

cDNA 1110032022 gene 
s 


1468 


99 


1013 


gi20071678 


Mus musculus 




710 


58 


1014 


gil2833251 


Mus musculus 


unnamed protein product 


748 


65 


1014 


gil7511816 


Homo sapiens 


AAH 1875 8 Similar to RIKEN 
cDNA 1110032022 gene 


1288 


90 


1014 


gi20071678 


Mus musculus 




748 


65 


1015 


gi 13529248 


Homo sapiens 


Centrin 3 


839 


99 


1015 


gi2246401 


Homo sapiens 


centrin 


842 


100 


1015 


gi30582215 


Homo sapiens 




839 


99 


1016 


gi3 1455256 


Homo sapiens 


IMAGE35 1 03 1 7 protein 


2496 


100 


1016 


gi32492907 


Homo sapiens 
* 


selenoprotein O 
* 


2496 


100 


1016 


gi6572230 


Homo sapiens 




1879 


99 


1017 


gi3 1455256 


Homo sapiens 


IMAGE35 103 17 protein 


2142 


100 


1017 


gi32492907 


Homo sapiens 


selenoprotein O 


2142 


100 


1017 


gi6572230 


Homo sapiens 




3997 


99 


1018 


gi21928729 


Homo sapiens 


seven transmembrane helix 
receptor 


2190 


99 


1018 


gi6693701 


Homo sapiens 


AF147788_1 melanopsin 


2226 


91 


1018 


gi6693703 


Mus musculus 


AF147789_1 melanopsin 


1729 


74 


1019 


gi20072741 


Mus musculus 


E430025L02Rik protein 


2634 


80 


1019 


gi28380382 


Drosophila 
melanogaster 


CG4168-PA 


309 


29 


1019 


gi439296 


Homo sapiens 


garp 


793 


37 


1020 


gil5487302 


Homo sapiens 


medium-chain acyl-CoA 
synthetase 


1346 


99 


1020 


gil5706421 


Homo sapiens 


middle-chain acyl-CoA 
synthetase 1 


1346 


99 
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mi xmj 




1/CStI IfJ 11UJL1 


SI crnrp 


JL CI LCUldgC 

Identity 


1020 


gi50 19275 


Bos taurus 


xenobiotic/medium-chain fatty 

zicicl' C^n A licrpRf 1 "frvrm "^T —Til 
&\si\^. v^-vj^v ligaov jl Willi a is 1 j • 


1088 


78 


1021 


gi 18 874700 


Homo sapiens 


AF478469_1 Rap 1 guanine 
nucleotide-exchange factor 


5803 


98 


1021 


gi20386206 


Homo sapiens 


AF478567_1 PDZ domain- 
containing guanine nucleotide 
exchange factor PF)Z~GFF2 


5822 


98 


1021 


gi6650766 


Homo sapiens 


AF117947_1 PDZ domain- 
containing guanine nucleotide 

CA.l/lldllgC IdUlVJl 1 


6216 


100 


1022 


gl LOO / *TV^J70 


l-Tomo QflTMprc 
i lwiinj oapiciio 


AF47R46R 1 Pan1 onnninp 

/xl *T / 0*T\JO 1 XVCIJJ 1 gUCUllllC 

miplpotirlp-p'Y cTii^ticfp fnrtor 

PDZ-GEF2A 




qo 

\ 


1022 


si 18 874700 


Homo ^flTvipnc: 


AF478469 1 Rani guanine 

i r / a xvaui gucuiiiiw 

nucleoti de-ex change factor 
PDZ-GEF2B 


5923 


99 


1022 


si20386206 


Homo sapiens 


AF478567 1 PDZ domain- 
containing guanine nucleotide 
exchange factor PDZ-GEF2 


5942 


100 


1023 


gil3810306 


Homo sapiens 


transmembrane protein 7 


261 


37 


1023 


gi 18250724 


Mus musculus 


transmembrane protein 7 


257 


36 


1023 


gi20270907 


Oncorhynchus 
mykiss 


AF483531_1 VHSV-induced 
protein-5 


233 


33 


1024 


gi20071315 


Mus musculus 


AA589509 protein 


1116 


76 


1024 


gi21779866 


Mus musculus 


AF458068 1 IL-17RE 


2052 


66 


1024 


gi2 1779869 


Homo sapiens 


AF458069 1 IL-17RE 


2896 


100 


1025 


si20071315 


Mils musculus 


AA5 89509 protein 


1116 

1 1 1 V 


76 


1025 


gi21 779866 


Mus musculus 


AF458068 1 IL-17RE 


2028 


72 


1025 


gi21779869 


Homo sapiens 


AF458069 1 IL-17RE 


2928 


100 


1026 


gil4150450 


Rattus norvegicus 


AF241241_1 UDP- 

VJ ci 1 1 N Jr\. O . p L> 1 y |J C/ 1 J L 1 ti C iN~ 

acetylgalactosaminyltransferase 
T9 


1350 


93 


1026 


ei25809^74 


Homo sanipn^ 


r>ol vnprvH Hp TvJ- 

acetvlealactosaminvltransferase 
10 


1390 

JL *J J7\J 


97 


1026 


ei28268676 


Homo sapiens 


UDP-N-acetvl-alpha-D- 
galactosamine:polypeptide N- 
acetylgalactosaminyltransferase 
10 


1384 


96 


1027 


gil5217067 


Homo sapiens 

ST 


AF400436_1 stem cell factor 
isoform 1 


1019 


95 


1027 


gi 1827477 


Felis catus 


stem cell factor 


896 


84 


1027 


gi337934 


Homo sapiens 


stem cell factor 


1019 


95 


1028 


gil377895 


Homo sapiens 


OB-cadherin-2 


1572 


56 


1028 


gi30171995 


Homo sapiens 


cadherin-24 


2721 


93 


1028 


gi30171998 


Homo sapiens 


cadherin-24 variant 


2987 


99 


1029 


gi 1377895 


Homo sapiens 


OB-cadherin-2 


1621 


60 


1029 


gi30171995 


Homo sapiens 


cadherin-24 


2770 


99 


1029 


gi30171998 


Homo sapiens 


cadherin-24 variant 


2721 


93 


1030 


gil398903 


Mus musculus 


Ca2+ dependent activator 
protein for secretion 


6763 


94 


1030 


gi21541504 


Homo sapiens 


AF458662_1 calcium- 
dependent activator protein for 


6440 


93 
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secretion protein 



S_score | Percentage 
Identity 



1030 



gi577428 



Rattus norvegicus 



Ca2+-dependent activator 
protein; calcium-dependent 
actin-binding protein 



6449 



93 



1031 



1031 



1031 



1032 



1032 



1032 



1033 



1033 



gil 1071729 



Homo sapiens 



gil 1125344 



putative dipeptidase 



1847 



99 



Homo sapiens 



gi32490515 



putative metallopeptidase 



1319 



Mus musculus 



putative membrane-bound 
dipeptidase-3 



1313 



gil 1493652 



Homo sapiens 



AF200708_1 calcium channel 
blocker resistance protein 
CCBR1 



2552 



gil 3 924720 



Homo sapiens 



AF252872_1 cystine/glutamate 
transporter xCT 



2552 



gil5082352 



Homo sapiens 



AAH12087 member 11 



2552 



gil 7028348 



Homo sapiens 



gi20987924 



DKFZP586G1517 protein 



3748 



Mus musculus 



2410004L15Rik protein 



3473 



72 



71 



100 



100 



100 



100 



92 



1033 



1034 



1034 



1034 



1035 



1035 



1035 



1036 
1036 



gi296 12455 



Mus musculus 



gil9352987 



2410QQ4L15Rik protein 



3807 



Homo sapiens 



gi2887437 



Homo sapiens 



Similar to KIAA0433 protein 



6348 



KIAA0433 



gi3 1418648 



gil 1066463 



gil9387126 



gi71 10160 



gil 0726794 



6487 



Mus musculus 



Rattus norvegicus 



AF225961_1 RhoGEF 
glutamate transport modulator 
GTRAP48 



Mus musculus 



AF467766_1 guanine 
nucleotide exchange factor 



Homo sapiens 



guanine nucleotide exchange 
factor 



Drosophila 
melanogaster 



CG5521-PA 



4981 



6385 



1778 



1792 



508 



92 



98 



99 



97 



80 



33 



38 



35 



gi24061707 



Mus musculus 



GAP-related interacting partner 
to E12 



986 



97 



1036 



1037 



gi4240257 Homo sapiens 



gi20269957 



Sus scrofa 



KIAA0884 protein 



2491 



AF498759_1 phospholipase C 
delta 4 



1472 



100 



85 



1037 



1037 



1038 



1038 



1038 
1039 



1039 



1039 



gi2 13076 10 



Mus musculus 



gi571466 



Rattus norvegicus 



phospholipase C delta 4 



1327 



gi!6552885 



phospholipase C delta-4 



1295 



Homo sapiens 



gi26326051 



unnamed protein product 



2084 



Mus musculus 



gi26327387 



unnamed protein product 



1085 



Mus musculus 



gil 8480 186 



unnamed protein product 



Mus musculus 



gi32052343 



Mus musculus 



olfactory receptor MOR261-6 



olfactory receptor 

GA_x6K02T2P3E9-43 84160- 
4383228 



gi9368991 



Homo sapiens 



1085 



1323 



1323 



1410 



77 



76 



99 



54 



54 



81 



81 



100 



1040 



1040 



1040 



1041 



1041 



1041 



1042 



1042 



gi29791964 



Homo sapiens 



gi3 11626 



Thrombospondin 4 



4798 



Homo sapiens 



thrombospondin-4 



gi3860231 



Mus musculus 



gil 4043 083 



thrombospondin-4 



Homo sapiens 



gi24460121 



AAH07524 sperm associated 
antigen 9 



Homo sapiens 



gi29169179 



Homo sapiens 



AF327452_1 JNK-associated 
leucine-zipper protein 



gi2 1654741 



Homo sapiens 



gi2208839 | Rattus norvegicus 



PHET 



peptide/histidine transporter 



peptide/histidine transporter 



4787 



4557 



660 



273 



343 



99 



2771 



99 



93 



100 



98 



98 



2344 



95 



82 
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1042 


ei33126130 


Homo saoiens 


o enti de/hi s ti dine tr anso orter 


2736 


94 


1043 


ei22831474 


Drosonhila 
melanosaster 


CG14622-PC 


2508 


47 


1043 


si22831475 


Drosonhila 
melanogaster 


CG14622-PB 


2508 


47 


1043 


gi29477075 


Mus musculus 


Similar to dishevelled 
associated activator of 
morphogenesis 1 


2521 


93 


1044 


gi 15 929979 


Homo sapiens 


AAH15418 Similar to zinc 
finger protein 345 


2476 


100 


1044 


gi33417243 


Mus musculus 


B230312I18Rik protein 


1788 


57 


1044 


gi5080758 


Homo sapiens 


AC007842 3 BC331191 1 


1922 


52 


1045 


gil2655913 


Homo sapiens 


AF227516_1 sprouty-4A 


386 


98 


1045 


gil2655915 


Homo sapiens 


AF227517 1 sprouty-4C 


386 


98 


1045 


gi29747900 


Mus musculus 


Sprouty homolog 4 


320 


81 


1046 


gi29692498 


Mus musculus 


NAAG-peptidase II 


3447 


88 


1046 


gi3211746 


Sus scrofa 


folylpoly-gamma-glutamate 
carboxypepti dase 


2819 


70 


1046 


gi4539525 


Homo sapiens 


NAALADase II protein 


3881 


100 


1047 


gi21750009 


Homo sapiens 


unnamed protein product 


1414 


99 


1047 


gi235 12248 


Homo sapiens 


Similar to DISCO Interacting 
Protein 2 


676 


53 


1047 


gi26449269 


Macaca fascicularis 


hypothetical protein 


1421 


99 


1048 


gi5918167 


Homo sapiens 


plexin-Bl/SEP receptor 


3578 


42 


1048 


gi6651051 


Mus musculus 


AF1 33093 2 plexin 6 


3147 


40 


1048 


gi9885259 


Homo sapiens 


AF 1490 19 1 plexin-B3 


3140 


40 


1049 


gil5081392 


Homo sapiens 


AF395817 1 NAG 1 protein 


1268 


55 


1049 


gi30931339 


Mus musculus 


Nac 1 -pending protein 


1254 


57 


1049 


gi33392751 


Homo sapiens 


NAC1 protein 


1268 


55 


1050 


gill 692802 


Homo sapiens 


AF320294 1 ABCG8 


3123 


99 


1050 


gil5088540 


Homo sapiens 


AF324494 1 sterolin-2 


3127 


99 


1050 


gi 15 146444 


Homo sapiens 


AF351824 1 sterolin-2 


3117 


99 


1051 


gil2652851 


Homo sapiens 


A AH00 178 potassi um channel 
modulatory factor 


1987 


100 


1051 


gi26453336 


Homo sapiens 


FIGC1 


1983 


99 


1051 


gi7677058 


Homo sapiens 


AF155652_1 potassium 
channel modulatory factor 


1983 


99 


1052 


gi33395 


Homo sapiens 




703 


70 


1052 


gi33730 


Homo sapiens 


immunoglobulin lambda light 
chain 


716 


71 


1052 


gi33734 


Homo sapiens 


immunoglobulin lambda light 
chain 


716 


71 


1053 


gi2 1388773 


Homo sapiens 


kringle-containing protein 


1764 


80 


1053 


gi2 1388775 


Homo sapiens 


kringle-containing protein 


1453 


78 


1053 


gi2 1623530 


Homo sapiens 


kringle-containing 
transmembrane protein 


1458 


68 


1054 


gi 14495324 


Homo sapiens 


CMRF35A 


432 


48 


1054 


gi 18490 143 


Homo sapiens 


CMRF35 leukocyte 
immunoglobulin-like receptor 


432 


48 


1054 


gi396170 


Homo sapiens 


CMRF-35 antigen 


432 


48 


1055 


gi4468255 


Homo sapiens 


MHC class I antigen 


1925 


98 


1055 


gi4468256 


Homo sapiens 


MHC class I antigen 


1974 


100 


1055 


gi487909 


Homo sapiens 


HLA-A1 1 antigen Al 1.1 


1914 


97 


1056 


gi21667214 


Homo sapiens 


AF465767 1 


741 


100 
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bactericidal/permeability- 
increasins; protein-like 3 






1056 


gi32490539 


Homo sapiens 


RY2G5 


171 


32 


1056 


gi57732 


Rattus rattus 


potential ligand-binding 
orotein 


210 


35 


1057 


e i? 1667214 


Homo s aniens 


AF465767 1 
bactericidal/permeability- 
increasine; protein-lilce 3 


2223 


99 


1057 


gi32490539 


Homo sapiens 


RY2G5 


524 


31 


1057 


gi57732 


Rattus rattus 


potential ligand-binding 
nrntein 


564 


32 


1058 


ffi21 667214 




AF465767 1 

bactericidal/permeability- 
increasine protein-like 3 


1916 


99 


1058 


ei32490539 


Homo sapiens 


RY2G5 


434 


31 


1058 


gi57732 


Rattus rattus 


potential ligand-binding 

lw V> fc- A A A A A A N i » vV A A AAA ^* AAA ^^fc 

protein 


473 


33 


1059 


gi21667214 


Homo sapiens 


AF465767_1 
bactericidal/permeability- 
increasing protein-like 3 


1842 


100 


1059 


gi32490539 


Homo sapiens 


RY2G5 


434 


31 


1059 


gi57732 


Rattus rattus 


potential ligand-binding 
protein 


473 


33 


1060 


gil3529158 


Homo sapiens 


AAH05349 


1128 


99 


1060 


gi529514 


Sus scrofa 


neuronal endocrine protein 


1092 


95 


1060 


gi77 18079 


Homo sapiens 


neuroendocrine protein 7B2 


1148 


100 


1061 


gil5929030 


Homo sapiens 


A AH 14973 


2325 


100 


1061 


gi 1655 1493 


Homo sapiens 


"~ — —-■ i 

unnamed protein product 


2321 


99 


1061 


gil8698601 


Homo sapiens 


AF467443_1 Smith-Magenis 
syndrome chromosome region 
candidate 7 protein 


2325 


100 


1062 


gil3543081 


Mus musculus 


claudin 6 


822 


70 


1062 


gi4 128041 


Homo sapiens 


claudin-9 protein 


1116 


100 


1062 


gi4325296 


Mus musculus 


claudin-9 


1078 


95 


1063 


gi 1215742 


Homo sapiens 


HIP 


434 


65 


1063 


ei 14286258 


Homo sapiens 

A. -A. AAA "Vr^ »— ' — -V hV 7 ^^A Ak^ 


AAH08926 ribosomal protein 
L29 


434 


65 


1063 


gi793843 


Homo sapiens 


ribosomal protein L29 


434 


65 


1064 


gi4587895 


Rattus norvegicus 


AF072509 1 glutamate 
receptor interacting protein 2 


3549 


86 


1064 


gi4731287 


Rattus norvegicus 


glutamate receptor interacting 
protein 2 


3281 


81 


1064 


gi 6601555 


Rattus norvegicus 


glutamate receptor interacting 
protein 2 


3549 


86 


1065 


gi23496442 


Rattus norvegicus 


disabled- 1 


2807 


96 


1065 


gi3288852 


Homo sapiens 


disabled- 1 


2865 


99 


1065 


gi8118615 


Homo sapiens 


AF263547 1 disabled- 1 


2842 


99 


1066 


gi 16877456 


Homo sapiens 


AAH16974 


1711 


100 


1066 


gi208 10324 


Homo sapiens 




1410 


86 


1066 


gi26351033 


Mus musculus 


unnamed protein product 


1236 


76 


1067 


gil5430703 


Homo sapiens 


AF362953_1 testis specific 
serine/threonine kinase 2 


1858 


99 


1067 


gi2738898 


Mus musculus 


protein kinase 


1683 


89 


1067 


gi33590489 


Rattus norvegicus 


serine/threonine kinase 22B 


1754 


92 
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1068 


gi 12963 879 


Homo sapiens 


prostaglandin D synthase 


980 


96 


1068 


gil3543568 


Homo sapiens 


PTGDS protein 


980 


96 


1068 


gi 189772 


Homo sapiens 


prostaglandin D2 synthase 


980 


96 


1069 


gi 143367 18 


Homo sapiens 


AE006464 18 similar to 
HAGH 


1157 


100 


1069 


gi20988885 


Mus musculus 


2810014I23Rik protein 


1153 


79 


1069 


gi2459803 


Rattus norvegicus 


RSP29 


645 


48 


1070 


gil3397835 


Homo sapiens 


annexin A13 isoform b 


1795 


99 


1070 


gi21218387 


Orvctolagus 
cuniculus 


AF5 10726 1 annexin XHIb 


1589 


88 


1070 


gi757784 


Canis familiaris 


annexin Xlllb 


1621 

X. VM X 


89 


1071 


gi204222 


Rattus norvegicus 


GABA transDorter orotein 


3094 


96 


1071 


gi2 1707908 


Homo sapiens 


. member 1 


3126 

•J X. xw V/ 


98 


1071 


gi31658 


Homo sapiens 


GABA transporter 


3111 

■-^ X X X 


98 


1072 


gil4165176 


Rattus norvegicus 


AF378093 1 sodium channel 
beta 3 subunit 


823 


98 


1072 


gi7160975 


Homo sapiens 


voltage-gated sodium channel 
beta- 3 subunit 


834 


100 


1072 


gi7161889 


Rattus norvegicus 


voltage-gated sodium channel 
beta-3 subunit 


823 


98 


1073 


gi20381266 


Homo sapiens 


Glypican 2 


3040 


100 


1073 


gi440127 


Rattus norvegicus 


cerebroglycan 


2506 


82 


1073 


gi5911320 


Mus musculus 


AF 105268 1 glypican-6 


1164 


44 


1074 


gi 18676470 


Homo sapiens 


FL J00 132 protein 


2515 


99 


1074 


gi 19344068 


Mus musculus 


270003 8E08Rik protein 


3407 


77 


1074 


gi23274106 


Mus musculus 


270003 8E08Rik protein 


3407 


77 


1075 


gi25396387 


Homo sapiens 


alpha 2,6-sialyltransferase 


2844 


100 


1075 


gi27650880 


Homo sapiens 


beta-galactoside alpha-2,6- 

•> i a 1 vl tran <?f pra «ip 


1183 


100 


1075 


gi452751 


Gallus gall us 


Gal beta 1,4 GlcNAc alpha 2,6- 

o-i jal vl tran Q~Fpr f> ?p 
old! y i Li cuiait/i aou 


943 


54 


1076 


gi 13344995 


Homo sapiens 


Cat Eye Syndrome critical 

TPP'ion nrotpin i ^ otVirm 1 


2002 


99 


1076 


gi 13344997 


Homo sapiens 


Cat Eye Syndrome critical 
region protein isoform 2 


2223 


100 


1076 


gi27503696 


Homo s ?ar>ipTi«? 


Q i m 1 1 q r tr\ r*at pvp cvnHfrttrip 
oiiiiiicii ucti eye o yiiui unic 

chromosome region, candidate 

5 
—> 




1 on 


1077 


si 13344995 


Hnmn ^anien^i 


v_ -ci u i_<_j' t/ ij yliui ^Xltiectl 

reeion protein isoform 1 


IUUZ 




1077 


gil3344997 


Homo sapiens 


Cat Eve Svn drome critical 
region orotein isoform 2 


1662 


96 


1077 


gi27503696 


Homo sapiens 


Similar to cat eve svn drome 
chromosome region, candidate 
5 


1662 


96 


1078 


gi 177870 


Homo sapiens 


alpha-2-macroglobulin 
precursor 


2718 


39 


1078 


gi25303946 


Homo sapiens 


alpha-2-macroglobulin 


2718 


39 


1078 


gi579592 


Homo sapiens 


alpha 2-macroglobulin 690-730 


2712 


39 


1079 


gi25303946 


Homo sapiens 


alpha-2-macroglobulin 


1290 


35 


1079 


gi579592 


Homo sapiens 


alpha 2-macroglobulin 690-730 


1290 


35 


1079 


gi579594 


Homo sapiens 


alpha 2-macroglobulin 690-740 


1291 


36 


1080 


gi25303946 


Homo sapiens 


alpha-2-macroglobulin 


761 


31 


1080 


gi671864 


Gallus gallus 


ovomacroglobulin, ovostatin 


792 


32 
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1080 


gi671865 


Gallus gallus 


ovomacroglobulin, ovostatin 


792 


32 


1081 


gil77870 


Homo sapiens 


alpha-2-macroglobulin 
precursor 


2736 


39 


1081 


gi25303946 


Homo sapiens 


alpha-2-macroglobulin 


2736 


39 


1081 


gi579592 


Homo sapiens 


alpha 2-macroglobulin 690-730 


2730 


39 


1082 


gi25303946 


Homo sapiens 


alpha-2-macroglobulin 


1290 


35 


1082 


gi579592 


Homo sapiens 


alpha 2-macroglobulin 690-730 


1290 


35 


1082 


gi579594 


Homo sapiens 


alpha 2-macroglobulin 690-740 


1291 


36 


1083 


gil7512361 


Mus musculus 


esterase 3 1 


2029 


66 


1083 


gi29476863 


Mus musculus 


Similar to esterase 3 1 


2022 


66 


1083 


gi404389 


Mus sp. 


carboxylesterase; Es-male 


2001 


66 


1084 


gi207286 


Rattus norvegicus 


TGF-beta masking protein 
large subunit 


8721 


89 


1084 


gi26006334 


Mus musculus 


latent transforming growth 
factor beta binding protein 1L 


8630 


88 


1084 


gi3493176 


Mus musculus 


latent TGF beta binding protein 


8627 


88 


1085 


gil7985371 


Homo sapiens 


13 binding protein 


861 


100 


1085 


gil 8466808 


Homo sapiens 


AF283671_1 cervical cancer 1 
proto-oncogene-binding protein 
KG19 


853 


99 


1085 


gi2 196 1229 


Homo sapiens 


BRI3 binding protein 


861 


100 


1086 


gi222833 


Gallus gallus 


M-protein 


2924 


42 


1086 


gi2950347 


Mus musculus 


M-protein 


2908 


42 


1086 


gi407097 


Homo sapiens 


165kD protein 


2912 


42 


1087 


gi!2655165 


Homo sapiens 


AAH01438 zinc finger protein 
256 


693 


65 


1087 


gi305 82545 


Homo sapiens 


zinc finger protein 256 


693 


65 


1087 


gi4894364 


Homo sapiens 


AF067165_1 zinc finger 
protein 3 


693 


65 


1088 


gil613848 


Homo sapiens 


zinc finger protein zfp6 


311 


49 


1088 


gi30582545 


Homo sapiens 


zinc finger protein 256 


309 


56 


1088 


gi4894364 


Homo sapiens 


AF067165_1 zinc finger 
protein 3 


309 


56 


1089 


gil2655452 


Homo sapiens 


keratin associated protein 4.7 


981 


76 


1089 


gi 12655460 


Homo sapiens 


keratin associated protein 4.12 


970 


77 


1089 


gil2655464 


Homo sapiens 


keratin associated protein 4.15 


973 


81 


1090 


gil2655446 


Homo sapiens 


keratin associated protein 4.4 


400 


69 


1090 


gi 12655452 


Homo sapiens 


keratin associated protein 4.7 


383 


81 


1090 


gil2655460 


Homo sapiens 


keratin associated protein 4.12 


400 


61 


1091 


gil 2655452 


Homo sapiens 


keratin associated protein 4.7 


1219 


90 


1091 


gil 2655460 


Homo sapiens 


keratin associated protein 4.12 


1158 


88 


1091 


gil 2655464 


Homo sapiens 


keratin associated protein 4.15 


1260 


100 


1092 


gil5722084 


Homo sapiens 




1991 


100 


1092 


gi434306 


Homo sapiens 


lysosomal acid lipase; sterol 
esterase 


1289 


63 


1092 


gi506431 


Homo sapiens 


lysosomal acid lipase 


1289 


63 


1093 


gil 5722084 


Homo sapiens 




1935 


100 


1093 


gi434306 


Homo sapiens 


lysosomal acid lipase; sterol 
esterase 


1289 


63 


1093 


gi5 06431 


Homo sapiens 


lysosomal acid lipase 


1289 


63 


1094 


gi20152322 


Homo sapiens 


putative G-protein coupled 
receptor 


1558 


99 


1094 


gi32526601 


Homo sapiens 


GPRC5D 


1558 


99 


1 1094 


gi81 18040 


Homo sapiens 


AF209923 1 orphan G-protein 


1804 


99 
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coubled recentor 






1095 


gi 15 099951 


| Mus musculus 


AF384160_1 diacylglycerol 
acvl transferase 2 


596 


49 


1095 


gil 8 129609 


1 Homo sapiens 


AF384161_1 diacylglycerol 
acvl transferase 2 


597 


49 


1095 


gi27693972 


Mus musculus 

[ w <■» ****** AAA %^ A ■•r-fr L_f 


diacvlfflvcerol O- 
acyltransferase 2 


596 


49 


1096 


gil7224598 


! Homo sapiens 


AF293615 1 blood dendritic 
cell antieen 2 nrotein 


1 1^4 


QS 


1096 


gil7225337 


Homo sapiens 


AF325459 1 dendritic lectin 


1134 


95 


1096 


gil 7225339 


Homo s aniens 


AF325460 1 dendritic lectin b 
isoform 


930 




1097 


gil 7224598 


1 Homo sapiens 


AF293615_1 blood dendritic 
cell antigen 2 tirotpin 


1182 


99 


1097 


gil 7225337 


| Homo sapiens 


AF325459 1 dendritic lectin 


1182 


99 


1097 


eil7225339 


Homo sarviens 


AF325460 1 dendritic Wtin h 

isoform 




oi 


1098 


gil8479834 


! Mus musculus 

| ATA. AAA V4l_/ W VilViky 


olfaotorv rerentnr 1VTOR 1 44-1 


1 990 


77 
/ / 


1098 


ei21929119 


Homo saoiens 


<?pvpn tranQtnpmhrnriP Vip»1iv 

V V/ll LI uilolJLlwlll Ui Ctllu 1XOX1.A. 

recentor 


1 SOS 


1 no 


1098 


gi32063297 


j Mus musculus 


olfactorv receotor 
GA x6K02T2PVTD- 
14025733-14026668 


1220 


11 i 


1099 


gil 9526645 


Homo sapiens 


AF430017_1 intestinal 
membrane mucin MUC17 


775 


33 


1099 


gi5911169 


Homo sapiens 


AF147790_1 transmembrane 
mucin 12 


3049 


99 


1099 


gi5911171 


Homo sapiens 


AF 147791 1 mucin 11 

"™ ■ ■ » » A AAA AAA A. A. 


671 

W / A, 


54 


1100 


gi2 19497 


Homo sapiens j 


biliary glycoprotein 


446 


34 


1100 


gi3172151 


Homo sapiens 


BGPs HUMAN 


446 


34 


1100 


gi37198 


Homo sapiens 


TM1-CEA preprotein 


446 


34 


1101 


gil 504040 


Homo sapiens 




4700 


60 


1101 


gi6273399 


Homo sapiens 


AF200348 1 melanoma- 
associated antieen MG50 


4709 


60 


1101 


gi7292259 


Drosophila 
melanogaster 


CG12002-PA 


2660 


38 


1102 


gil 5 04040 


Homo sapiens 




4596 


59 


1102 


gi6273399 


Homo sapiens 


AF200348_1 melanoma- 
associated antisen MG50 


4596 


59 


1102 


gi7292259 


Drosophila 
melanogaster 


CG12002-PA 


2606 


38 


1103 


gil 0435776 


Homo sapiens 


unnamed orotein nroduct 


4411 


yy 


1103 


gil 1611734 


Homo sapiens 


AF245388 1 GREBla 


510 

^ x 


46 


1103 


gi7264653 


Mus musculus 


AF1 80470 1 Kiaa0575 


3121 




1104 


gil65'19041 


Drosophila 
melanogaster 


AF427496 1 occludin-like 
protein 


1 84 




1104 


gi20219008 


Chlamydomonas 
reinhardtii 


AF394181_1 coiled-coil 
flagellar protein 


673 


36 


1104 


gi7301551 


Drosophila 
melanogaster 


CG6059-PA 


169 


19 


1105 


gi 126545 11 


Homo sapiens 


Torsin family 3, member A 


693 


96 


1105 


gi 14043 167 


Homo sapiens 


Torsin family 3, member A 


693 


96 


1105 


gil 5079904 


Homo sapiens 


Torsin family 3, member A 


693 


96 


1106 


gi21 666374 


Mus musculus 


swan 


325 


72 


1106 


gi21666376 


Mus musculus 


swan j 


325 


72 
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1106 


gi29747798 


Mus musculus 


3000004N20Rik protein 


704 


86 


1107 


gi 15076 843 


Homo sapiens ! 


AF233450_1 pecanex-like 
protein 1 


2759 


68 


1107 


gil 8 157547 


Mus musculus 


AF237953 1 pecanex-like 3 


4201 


93 


1107 


gi6650377 


Mus musculus 


AF096286 1 pecanex 1 


2767 


67 


1108 


gil5076843 


Homo sapiens 


AF233450_1 pecanex-like 
protein 1 


2402 


73 


1108 


gil8157547 


Mus musculus 


AF237953 1 pecanex-like 3 


3138 


97 


1108 


gi6650377 


Mus musculus 


AF096286 1 pecanex 1 


2406 


73 


1109 


gi21595759 


Homo sapiens 


similar to HC6 


211 


71 


1109 


gi7020440 


Homo sapiens 


unnamed protein product 


215 


57 


1109 


gi7770237 


Homo sapiens 


AF 119917 62 PR02822 


232 


61 


1110 


gi26333913 


Mus musculus 


unnamed protein product 


749 


83 


1110 


gi26343633 


Mus musculus 


unnamed protein product 


749 


83 


1110 


gi27370621 


Homo sapiens 


Similar to hypothetical protein 
FLJ31737 


828 


95 


1111 


gil2043567 


Homo sapiens 


unc-93 related protein 


1571 


99 


1111 


gil7390915 


Mus musculus ! 


unc93 homolog B 


1367 


87 


1111 


gi23271746 


Mus musculus 


Unc93b protein 


1367 


87 


1112 


gil 5990461 


Homo sapiens 


AAH15612 ring finger protein 
25 


2465 


100 


1112 


gil8490513 


Mus musculus 


Rnf25 protein 


1983 


82 


1112 


gi29179411 


Mus musculus 


Ring finger protein 25 


1988 


82 


1113 


gil9716048 


Xenopus laevis 


Wee IB kinase 


1123 


45 


1113 


gi2827996 


Xenopus laevis 


weel homolog 


1291 


51 


1113 


gi644770 


Xenopus laevis 


WeelA kinase 


1296 


51 


1115 


gil5030119 


Mus musculus 


31 10057O12Rik protein 


777 


97 


1115 


gi23093574 


Drosophila 
melanogaster 


CG32112-PA 


366 


42 


1115 


gi23093575 


Drosophila 
melanogaster 


CG32112-PB 


397 


47 


1116 


gil 1493409 


Homo sapiens 


AF130117 10 PRO0898 


129 


59 


1116 


gi2 1708029 


Homo sapiens 


similar to Alu subfamily SQ 
sequence contamination 
warning entry 


135 


70 


1116 


gi28800991 


Homo sapiens 


unnamed protein product 


124 


67 


1117 


gil3810898 


Rattus norvegicus 


AF3222 1 6_1 inhibin binding 
protein long isoform 


515 


32 


1117 


gi2370143 


Homo sapiens 


immunoglobulin- like domain- 
containing 1 


503 


32 


1117 


gi2645890 


Homo sapiens 


IGSF1 


503 


32 


1118 


gi2370143 


Homo sapiens 


immunoglobulin-like domain- 
containing 1 


307 


38 


1118 


gi32330685 


Mus musculus 


inhibin binding protein/pl20 
long isoform 


310 


38 


1118 


gi32330691 


Mus musculus 


inhibin binding protein/pl20 
variant 4 


310 


38 


1119 


gi21595190 


Mus musculus 


2510001A17Rik protein 


4878 


95 


1119 


gi2 1707 128 


Homo sapiens 


Ran binding protein 1 1 


5047 


99 


1119 


gi6650612 


Homo sapiens 


AF111109J. Ran binding 
protein 1 1 


5047 


99 


1120 


gil399805 


Homo sapiens 


Bbp/53BP2 


2078 


46 


1120 


gil 6 197705 


Homo sapiens 


ASPP2 protein 


2439 


47 


1120 


gil8652832 


Homo sapiens 


ASPP1 protein 


5703 


99 
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XUWll L1LJ 


1122 


gi2598461 


Homo sapiens 




1893 


97 


1 122 

X X 


cri^141 R11 6 


XXLMX1VJ OCIL/XCXID 


Hpnt cVif\pV VOIVT^ nrntpin 
binding orotein 

Lsxxxuxxxg jjx*jlw1ix 


1893 




1122 

X X 


2i4049268 


Homo saoiens 


ontative tumor snonressor 

^/UldU Yv IUXXXVJX OUL/U1 wOOul 

ST13 


1893 


97 


1123 


eil 1991844 

£jL J, X S S JL U 1 1 


Homo saoiens 

jl xyjxxxvj oci yjx wiio 


AF243505 1 fibrocvte-derived 
orotein 


676 


100 


1123 


gil2619173 


Homo saoiens 

•L JL\J11a VJ KJ L-4- L*r Jlx^/JL JLLJ 1 


melanoma inhibitory activity 

AiJ VltillWlAXt* XXXXXJ.L/X LV/X J L-VV-'LJ. T A K T 

like protein 


676 


100 

JL \J XJ 


1123 


eil2668328 


Homo saoiens 


melanoma inhibitory activity 

111 VA %XX Ji \-/ A JL X CV JLJL Axil ■_/ JL. ¥ UvtA > JL _7 

like orotein 

XXJ.KV JL. X/ i>WJXX A 


676 


100 i 


1124 


gi22760096 


Homo sapiens 


unnamed protein product 


1047 


89 


1124 


si27883913 


Homo saoiens 

X X V*»A A. L V./ LJ V-VL^ JL WJL J1U 


POTE 

X X AJ 


525 


46 ! 

TV/ 


1124 

JL JL J-^ 1 


ei28279813 


Homo saoiens 

X JLV11AV/ UCLL/iVAliJ 


Similar to hvoothetical orotein 
DKFZp434A171 


743 


85 


1125 


gill 990779 


Homo sapiens 




548 


43 


1125 


gi22760096 


Homo sapiens 


unnamed protein product 


831 


87 


1125 


ei28279813 


Homo saoiens 


Similar to hvnothptipal orotein 

k_71XXXXXCXX Lv 11 V L/Ulllvlluul LJ1 ULVlll 

DKFZd434A171 


743 




1126 


gil 1493483 


Homo sapiens 


AF130117 48 PRO2550 


265 


67 


1126 

JL JL V-r 


32il872200 


Homo saoiens 


alternatively soliced oroduct 
using exon 13 A 


259 


66 


1126 


ei777013O 


Homo saoiens 


AF1 19917 13 PRO 1722 

X XX X X -> X / X X X X. X / A* 


266 


60 


1128 

JL JL 


eil6588454 


Homo saniens 


AF3 12374 1 AGTRAP orotein 

X slJL — ' jl -w J / 1 X i LVJ X Ivill L^JL \J Lvll 1 


708 


95 


1128 


gil 6878260 


Homo sapiens 


AAH 17328 Similar to 

anpiotensin 11 tvnp T rpc^ntor- 

U11C1 XJ IVLltJ XJL Jl 11) J H vvvL/LVi'I 

associated protein 


726 


100 


1128 

JL JL 


si9621816 


Homo saoiens 


AF165187 1 ATRAP 

V X 1UJ 1 U / X JTK X l\i I^JL 


708 


95 


1129 

JL JL JU^ 


eil2330704 


Mus miisciilus 


AF333770 1 cell recoenition 
molecule CASPR4 


1376 


71 

/ X 


1129 

JL JL 


ri 179862 16 

JL JL / V* Xrf JL V/ 


Homo saoiens 


AF333769 1 cell recoonition 

X Ll mmJ mmS / \J ^ X JL 1 VyV/V/CjlllklVll 

molecule CASPR3 


1864 


98 


1129 


gi21961652 


Mus musculus 


contactin associated protein 4 


1376 


71 


1130 


ei 179862 16 


Homo saoiens 


AF333769 1 cell reco<mition 
molecule CASPR3 


6812 


99 


1130 


gil 8390059 


Homo sapiens 


AF46351S_1 cell recognition 
orotein CASPR4 

LJXv'Lw'lXX V^-ii-iJJL XV" 


4738 


70 


1 130 

X X — » \J 


2i21961652 


1 V X LI O IUUOvUIUj 


prititnptiti flQ<jr>pifitpH "nrotpin A. 


4709 


68 


1 131 


pi 10336504 


X XLPXXILJ OCXL/1 ViXXo 


TTDP-rTalNAp- oolvopntirlp TvJ- 
apptvl 2alaptosamin vltransfprasp 


7014 

Z<Lr L'T 


61 


1131 


gi21552746 


Homo sapiens 


AF410457_1 putative 

nolvopotidp TsT- 

acetylgalactosaminyltransferase 


3157 


99 


1 131 

X X *J X 


pi21552969 


l\/fns iniiQrnliiQ 

XVJLUO XXXU.DwU.XUS 


A F467979 1 Willi am s-Renrpn 

JT.1 " \J 1 Z? 1 Zs X YV XXXXCXXXXo XJt/LiL CIX 

syndrome critical region gene 
17 




97 


1132 


gil 3625 176 


Homo sapiens 


AF25 1 05 7 1 thrombospondin 


575 


46 


1132 


gil8490857 


Homo sapiens 


Thrombospondin 


575 


46 


1132 


gi31 127148 


Mus musculus 


2610028F08Rik protein 


860 


96 


1133 


gil 1907599 


Homo sapiens 


AF208291 1 protein kinase 
HIPK2 


857 


50 


1133 


gi5305331 


Mus musculus 


AF071070_1 protein kinase 
Myak-L 


856 


49 


1133 


gi5815145 


Mus musculus 


AF170304_1 nuclear body 
associated kinase 2b 


856 


49 
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1134 


gi22267965 


Homo sapiens 


Similar to KIAA1423 protein 


322 


100 


1134 


gi7243227 


Homo sapiens 


KIAA 1423 protein 


322 


100 


1134 


gi7300805 


Drosophila 
melanogaster 


CG13409-PA 


171 


51 


1135 


gil3529338 


Mus musculus 




1862 


48 


1135 


gil4571502 


Homo sapiens 


1 calcium-promoted Ras 
inactivator 


4174 


99 


1135 


gi4 185294 


Homo sapiens 


j rasGAP-activating-like protein 


1891 


48 


1137 


gil5128103 


Mus musculus 


AF397007 1 nephronectin 


2962 


87 


1137 


gil5128105 


Mus musculus 


AF3 97008 1 nephronectin 


2934 


85 


1137 


gil5430246 


Mus musculus 


| nephronectin short isoform 


2802 


83 


1138 


gi 1604 1675 


Homo sapiens 


AAH15704 joined to JAZF1 


2622 


100 


1138 


gil7862954 


Drosophila 

A. 

melanogaster 


SD04959p 


904 


42 


1138 


gi30046920 


Mus musculus 


! DllErtd530e protein 


1941 


96 


1139 


gi 12654929 


Homo sapiens 


AAH01311 mesenchymal stem 
cell protein DSCD75 


719 


74 


1139 


gil7512251 


Homo sapiens 


j AAH19104 mesenchymal stem 
cell protein DSCD75 


716 


74 


1139 


gi7638247 


Homo sapiens 


I AF242773_1 mesenchymal 
stem cell protein DSCD75 


719 


74 


1140 


gi32967231 


Homo sapiens 


TAFA3 


481 


100 


1140 


gi32967237 


Homo sapiens 


TAFA3.2 


923 


100 


1140 


gi32967243 


Mus musculus 


! TAFA3 


390 


82 


1141 


gi32967231 


Homo sapiens 


TAFA3 


738 


100 


1141 


gi32967237 


Homo sapiens 


TAFA3.2 


481 


100 


1141 


gi32967243 


Mus musculus 


TAFA3 


634 


87 


1142 


gil0443967 


Homo sapiens 


AF268610 1 THEG protein 


1934 


88 


1142 


gi20306274 


Homo sapiens 


testicular haploid expressed 
gene 


1934 


88 


1142 


gi7416134 


Homo sapiens | 


testis-speciflc gene 


1934 


88 


1143 


gi2 1928259 


Homo sapiens 


seven transmembrane helix 
receptor 


1023 


100 


1143 


gi2 1928496 


Homo sapiens I 


seven transmembrane helix 
receptor 


1023 


100 


1143 


gi21928655 


Homo sapiens | 


seven transmembrane helix 
receptor 


916 


89 


1144 


gi 18480746 


Mus musculus i 


olfactory receptor MOR26 1-10 


1278 


79 


1144 


gi21928655 


Homo sapiens 1 


seven transmembrane helix 
receptor 


1456 


93 


1144 


gi32052225 


Mus musculus 


olfactory receptor 
GA x6K02T2P3E9-434 1 246- 
4340281 


1278 


79 


1146 


gil5779092 


Homo sapiens ! 


AAH 1 46 1 3 Similar to svntaxin 
18 


1295 


100 


1146 


gi30583139 


Homo sapiens j 


syntaxin 18 


1295 


100 


1146 


gi30585223 


synthetic construct 1 


Homo sapiens syntaxin 1 8 


1295 


100 


1147 


gi 145733 19 


Homo sapiens 1 


AF3 34755 1 interleukin-1 
HY2 


812 


99 


1147 


gil4573321 


Homo sapiens 


AF334756 1 interleukin-1 
HY2 


812 


99 


1147 


gil 8025344 


Homo sapiens 


interleukin-1 receptor 
antagonist-like FIL1 theta 


809 


99 


1148 


gi 1668744 


Homo sapiens 


HHa5 hair keratin type I 


1114 


72 
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1148 



1148 



1149 



1149 



1152 



1153 



1153 



1154 



1154 



1154 



1155 



1155 



1155 



1156 



1156 



1156 
1157 



1157 



1157 



1158 



1158 



1158 



1159 



1159 



gi4 1 03 1 5 8 Mus musculus 



gi23271416 Mus musculus 



1149 gi6166378 Mus musculus 



1150 gi 16550754 Homo sapiens 



1150 gi 1699265 Homo sapiens 



1150 gi27529955 

1151 gil4595019 



1151 gi27901522 Homo sapiens 



1152 gill 066090 Homo sapiens 



1152 gi 12006364 
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intermediate filament 



hair keratin acidic 5; Ha5 
keratin 



Leprel protein 



S score 



Percentage_ 
Identity 



1114 



1116 



1 



AF1 65 163_1 growth 
suppressor 1L 



unnamed protein product 



Mus musculus 
Homo sapiens 



malignant cell expression- 
enhanced gene/tumor 
progression-enhanced gene 



139 



143 



30 
30 



1337 



389 



90 
57 



mBBl 
keratin 6 irs 



Mus musculus 



gi3511149 Gallusgallus 



gi 1 1 066090 Homo sapiens 



gi!2006364 



gi3511149 
gi24710913 



gi5739507 



gi6689894 



gi20387085 



gi2 16672 12 



gi28 173296 



gi!2082687 



Tupaia belangeri 



Gallus gallus 
Homo sapiens 



Homo sapiens 



Homo sapiens 



Oncorhynchus 

mykiss 



Homo sapiens 



Cyprinus carpio 



gi24047297 



gi8894593 
gi 19526647 



gi2 1758574 



gi7303522 



gi 19526647 



gi2 1758574 



gi73 03522 



gi 1794221 



gi 1794223 



Homo sapiens 



Homo sapiens 



Homo sapiens 
Homo sapiens 



Homo sapiens 



Drosophila 
melanogaster 



Homo sapiens 



Homo sapiens 



Drosophila 
melanogaster 



Mus musculus 



Mus musculus 



keratin protein K6irs 



keratin 6 irs3 



AF195192_1 matrix 
metalloprotease MMP-27 



1284 
1990 



86 
76 



1948 



75 



2519 



94 



2233 



AF281673_1 matrix 
metalloproteinase-27 



matrix metalloproteinase 



AF195192__1 matrix 
metalloprotease MMP-27 



AF28 1673_1 matrix 
metalloproteinase-27 



matrix metalloprotei nase 
suppressor of fused 

AF 175770 

fused 



)_1 suppressor of 



1859 



1213 



71 



50 



2233 



84 



1859 



71 



1213 
2599 



50 
100 



2594 



99 



AF159447_1 Suppressor of 
Fused 



-1 



AF465766M 

bactericidal/permeability- 
increasing protein-like 2 
bactericidal permeability- 
increasing 

protein/lipopolysaccharide- 
binding protein 



Sry-related HMG-box protein 



SRY-box 18 



SOX 18 protein 
AF462348_1 oxidored-nitro 
domain-containing protein 



2599 



100 



680 



31 



2600 



702 



31 



2066 



100 



1066 



2066 
842 



100 
200 

92 



unnamed protein product 



CG13178-PA 



AF462348_1 oxidored-nitro 
domain-containing protein 



unnamed protein product 



CG13178-PA 



DNA ligase Hi-beta 



DNA ligase Ill-alpha 



922 



97 



173 



32 



842 



92 



922 



97 



173 



32 



2977 



89 



2977 



89 
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1159 


gi29 165722 


Mus musculus 


ligase III, DNA, ATP- 
dependent 


3010 


89 


1160 


gil052871 


Homo sapiens 


squamous cell carcinoma 
antigen 2 


879 


45 


1160 


gil5667919 


Homo sapiens 


AF411191 1 SERPINB12 


2063 


95 


1160 


gi887465 


Homo sapiens 


leupin 


879 


45 


1163 


gi296 11342 


Homo sapiens 


AF425650_1 MBD1- 
containing chromatin associated 
factor 


352 


52 


1163 


gi7228149 

^—M. I a^ aw ii^r A. 1 — *^ 


Mus musculus 


ATFa-associated factor 


357 


29 


1163 


gi73 03705 


Drosophila 
melanogaster 


CG12340-PA 


187 


31 


1166 


gil4211398 


Homo sapiens 


AF380342_1 caspase-8L 


263 


100 


1166 


gi 1940 1527 


Homo sapiens 


procaspase-8 


223 


95 


1166 


gi20381326 


Homo sapiens 


Similar to caspase 8, apoptosis- 
related cysteine protease 


263 


100 


1167 


g i 10440448 


Homo sapiens 


FLJ00060 protein 


1204 


98 


1167 


gi30466084 


Bos taurus 


killer cell immunoglobulin-like 
receptor KIR3DS1 


800 


53 


1167 


gi30466086 


Bos taurus 


killer cell immunoglobulin-like 
receptor KIR3DL1 


783 


53 


1168 


gi 1799570 


Rattus norvegicus 


TIP 120 


4573 


99 


1168 


gi29792160 


Homo sapiens 


TIP 120 protein 


4586 


99 


1168 


gi7688703 


Homo sapiens 


AF157326 1 TIP 120 protein 


4573 


99 


1169 


gil3016701 


Homo sapiens 


activating coreceptor NKp80 


1226 


100 


1169 


gi22449867 


Macaca fascicularis 


NKp80 NK receptor 


1122 


90 


1169 


gi71 88567 


Homo sapiens 


AF175206_1 lectin-like 
receptor Fl 


1226 


100 


1171 


gi21619190 


Homo sapiens 


-like IX- linked 


2785 


100 


1171 


gi3021409 


Homo sapiens 


like 1 protein 


3057 


100 


1171 


gi30353941 


Homo s aniens 


TBL1X protein 


3057 


100 


1172 

All aw 


gi 1699265 


Homo sapiens 


malignant cell expression- 
enhanced gene/tumor 
progression-enhanced gene 


671 


65 


1172 


gi27529955 


Mus musculus 


mBBl 


646 


67 


1172 


gi33355691 


Homo sapiens 


transmembrane channel-like 
protein 4 


642 


100 


1173 


gi 1699265 


Homo sapiens 

A. -A. Vp-* A JL L_* »•* Lw* JL '^S 4 JL V>r 


malignant cell expression- 
enhanced gene/tumor 
progression-enhanced gene 


671 


65 


1173 


gi27529955 


Mus musculus 


mBBl 


646 


67 


1173 


gi33355691 


Homo sapiens 


transmembrane channel-like 
protein 4 


642 


100 


1174 


gi 16550754 


Homo sapiens 


unnamed protein product 


1881 


100 


1174 


gi 1699265 


Homo sapiens 

JL 


malignant cell expression- 
enhanced gene/tumor 
progression-enhanced gene 


930 


81 


1174 


gi27529955 


Mus musculus 


mBBl 


1810 


95 


1175 


gil3182755 


Homo sapiens 


AF2 12237 1 HPHRP 


1210 


100 


1175 


gi 15929309 


Homo sapiens 


Phosphotriesterase related 


1210 


100 


1175 


gi29791939 


Homo sapiens 


phosphotriesterase related 


1210 


100 


1177 


gi 10047271 


Homo sapiens 


KIAA1598 protein 


789 


99 


1177 


gi22539701 


Mus musculus 


4930506M07Rik protein 


818 


96 


1177 


gi26349641 


Mus musculus 


unnamed protein product 


818 


96 
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1178 


gi 14272704 


Homo sapiens 


unnamed protein product 


157 


96 


1178 


gil9575509 


Homo sapiens 


unnamed protein product 


164 


100 


1178 


sil9575655 


Homo sapiens 


unnamed protein product 


164 


100 


1182 


gil3377880 


Cricetulus 
lonsicaudatus 


AF336043_1 arginineN- 
methyltransferase p82 isoform 


3253 


85 


1182 


sil3377882 

f—,*- A. —* 9 1 V-J \J At* 


Cricetulus 
longicaudatus 


AF336044 1 arsinineN- 
methyltransferase p77 isofonn 


3253 


85 


1182 


si 13 87945 3 


Mus musculus 


cDNA sequence BC006705 


3260 


85 


1183 


gil4424574 


Homo sapiens 


AAH09315 phosphatidylserine 
dec arb ox vl ase 


111 


100 


1183 


si 163066 18 


Homo sapiens 


AAH0 1 482 phosphatidylserine 
decarboxylase 


1218 


96 


1183 


gil91185 


Cricetulus griseus 


phosphatidylserine 
decarboxylase 


1128 


88 


1184 


gil0086253 


Homo sapiens 


glucocorticoid-induced GILZ 


460 


98 


1184 


gil 1907580 


Mus musculus 


AF201289_1 TSC22-related 
inducible leucine zipper 3c 


891 


87 


1184 


gi5919161 


Homo sapiens 


AF183393_1 TSC-22-like 
Protein 


460 


98 


1185 


gil3874437 


Homo sapiens 


cerebral protein- 1 1 


1457 


68 


1185 


gi20987344 


Mus musculus 


LOC212904 protein 


3064 


89 


1185 


gi24980850 


Homo sapiens 




3283 


100 


1186 


gil4035978 


Homo sapiens 


unnamed protein product 


2577 


100 


1186 


gi 14272784 


Homo sapiens 


unnamed protein product 


2577 


100 


1186 


gil6923351 


Homo sapiens 


AF204270 1 RbBP-35 


1431 


99 


1187 


gil8676660 


Homo sapiens 


FLJ00229 protein 


930 


97 


1187 

A A » / 


sil9343701 


Mus musculus 


RIKEN cDNA A630054L15 


913 


93 


1187 


gi25955706 


Homo sapiens 


Similar to hypothetical protein 
MGC38041 


936 


97 


1188 


sil7865311 


Homo sapiens 


AF452102_1 dipeptidyl 
peptidase-like protein 9 


4646 


100 


1188 


si27549552 


Homo sapiens 


dipeptidyl peptidase IV-related 
protein-2 


4646 


100 


1188 


si29293087 


Homo sapiens 


dipeptidyl peptidase 9 


4787 


99 


1189 


gil7865311 

A^kA. J_ # "W Wa*- mar* -M. JL. 


Homo sapiens 


AF452102_1 dipeptidyl 
peptidase-like protein 9 


4384 


95 


1189 


gi27549552 


Homo sapiens 


dipeptidyl peptidase IV-related 
protein-2 


4384 


95 


1189 


gi29293087 


Homo sapiens 


dipeptidyl peptidase 9 


4525 


95 


1190 


gi 178653 11 


Homo sapiens 


AF452102 1 dipeptidyl 

. JL A +/ 

peptidase-like protein 9 


4551 


98 


1190 


gi27549552 


Homo sapiens 


dipeptidyl peptidase IV-related 

J- A *S A A 

protein-2 


4551 


98 


1190 


gi29293087 


Homo sapiens 


dipeptidyl peptidase 9 


4692 


98 


1191 


gil3097642 


Homo sapiens 


Ribosomal protein S25 


554 


99 


1191 


gil3279149 


Homo sapiens 


Ribosomal protein S25 


554 


99 


1191 


gil3436422 


Homo sapiens 


Ribosomal protein S25 


554 


99 


1192 


gil 6549206 


Homo sapiens 


unnamed protein product 


680 


100 


1193 


gi21756739 


Homo sapiens 


unnamed protein product 


4771 


97 


1193 


gi6453538 


Homo sapiens 


hypothetical protein 


4159 


99 


1193 


gi6634025 


Homo sapiens 


KIAA0379 protein 


3467 


67 


1194 


gil2652695 


Homo sapiens 


AAH00096 HtrA-like serine 
protease 


2116 


93 


1194 


gi5870865 


Homo sapiens 


serine protease 


2116 


93 
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1194 


gi7672669 


Homo sapiens 

- 


AF141305_1 serine protease 
Htra2 


2116 


93 


1195 


gil387985 


Homo sapiens 


A3 adenosine receptor 


904 


100 


1195 


gi20988265 


Homo sapiens 


adenosine A3 receptor 


904 


100 


1195 


gi22658481 


Homo sapiens 


adenosine receptor A3 


904 


100 


1196 


gi24078514 


Mus musculus 


AF454954 1 crossveinless-2 


988 


91 


1196 


gi328 16043 


Mus musculus 


BMP-binding endothelial 
regulator precursor protein 


988 


91 


1196 


gi32892146 


Homo sapiens 


crossveinless-2 


1085 


100 


1197 


gi 18479346 


Mus musculus 


olfactory receptor MORI 01-1 


1334 


82 


1197 


gi 18480772 


Mus musculus 


olfactorv receptor MORI 01 -2 


1415 


84 


1197 


gi32054443 


Mus musculus 


olfactory receptor 
GA x6K02T2PB J9-2443 8 1 0- 
2444775 


1415 


84 


1198 


gil6502169 


Salmonella enterica 
subsp. enterica 
serovar Typhi 


putative DNA methylase 


751 


93 


1198 


gi29137981 


Salmonella enterica 
subsp. enterica 
serovar Typhi Ty2 


putative DNA methylase 


751 


93 


1198 


gi498768 


Serratia marcescens 


Deoxyadenosyl- 
methyltransferase 


330 


51 


1199 


gil213589 


Xenopus laevis 


Prostaglandin D Synthase 


290 


33 


1199 


gi 16974751 


Gallus gallus 


CALII 


335 


37 


1199 


gi666121 


Xenopus laevis 


cpl-1 


291 


33 


1200 


gi20987993 


Mus musculus 


MGC41336 protein 


1212 


90 


1200 


gi22296200 


Thermosynechococc 
us elongatus BP-1 


asparaginyl-tRNA synthetase 


1046 


46 


1200 


gi32448516 


Pirellula sp. 


asparaginyl-tRNA synthetase 


1034 


47 


1201 


gi20067381 


Homo sapiens 


ALMS1 protein 


242 


41 


1201 


gi2 1552774 


Mus musculus 


AF425257_1 Almstrom 
syndrome 1 protein 


217 


38 


1201 


gi32693320 


Homo sapiens 


ALMS 1 protein 


242 


41 


1202 


gil2655061 


Homo sapiens 


AAH01380 


495 


92 


1202 


gi23574788 


Macaca fascicularis 


succinate dehydrogenase 
flavoprotein subunit 


502 


93 


1202 


gi5759173 


Homo sapiens 


succinate dehydrogenase 
flavoprotein subunit 


495 


92 


1203 


gi21928186 


Mus musculus 


GPI- gamma 4; GPIgamma4 


1466 


61 


1203 


gi21928188 


Mus musculus 


GPI-gamma 4; GPIgamma4 


1466 


61 


1203 


gi30931171 


Mus musculus 


GPIgamma4 protein 


1466 


61 


1204 


gil5082311 


Homo sapiens 


AAH12061 -binding protein 3 


1534 


92 


1204 


gi9957161 


Mus musculus 


AF 176327 1 alphaCP-3 


1708 


99 


1204 


gi9957165 


Homo sapiens 


AF176329_1 alphaCP-3 


1722 


100 


1205 


gil4574118 


Caenorhabditis 
elegans 


Dumpy : shorter than wild-type 
protein 19 


233 


31 


1205 


gil6553246 


Homo sapiens 


unnamed protein product 


881 


99 


1205 


gi21739662 


Homo sapiens 


hypothetical protein 


830 


95 


1206 


gil2653341 


Homo sapiens 


AAH00439 beta 


1742 


94 


1206 


gi 12804943 


Homo sapiens 


AAH01924 beta 


1742 


94 


1206 


gi31071 


Homo sapiens 


E-l beta subunit of the 
pyruvate dehydrogenase 
complex 


1742 


94 


1207 


gi 164851 


Oryctolagus 


calsequestrin precursor 


1908 


94 
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cuniculus 








1207 


gi2618621 


Mus musculus 


skeletal muscle calsequestrin 


1938 


94 


1207 


gi688292 


Homo sapiens 


calmitine; calsequestrine 


2029 


100 


1209 


gil0432376 


Homo sapiens 




3334 


99 


1209 


gi 11034760 


Homo sapiens 


NIB AN 


3692 


99 


1209 


gil2620192 


Homo sapiens 


AF288391 1 Clorf24 


4775 


99 


1210 


gi2982508 


Homo sapiens 


TCR beta chain 


1290 


93 


1210 


gi3002925 


Homo sapiens 


T cell receptor beta chain 


1277 


93 


1210 


gi3089433 


Homo sapiens 


T cell receptor beta chain 


1028 


75 


1211 


gil2006041 


Homo sapiens 


AF267857 1 AD038 


761 


98 


1211 


gil4189960 


Homo sapiens 


AF305818 1 PRO0764 


141 


53 


1211 


gi33338042 


Homo sapiens 


AF173896 1 MSTP121 


143 


46 


1213 


gil7939498 


Homo sapiens 


AAH 19299 protocadherin 
gamma subfamily C 5 3 


4777 


99 


1213 


gi20072790 


Homo sapiens 


protocadherin gamma 
subfamily C, 3 


4777 


99 


1213 


gi2995719 


Homo sapiens 


protocadherin 43 


4792 


100 


1214 


gil2803363 


Homo sapiens 


CALR protein 


1747 


99 


1214 


gil8088117 


Homo sapiens 


AAH20493 calreticulin 


1747 


99 


1214 


gi30583735 


Homo sapiens 

f. — , 


calreticulin 


1747 


99 


1215 


gi200962 


Mus musculus 


serine 1 ultra high sulfur 
protein 


254 


38 


1215 


gi200964 


Mus musculus 


serine 2 ultra high sulfur 
protein 


299 


43 ' 


1215 


gi3228237 


Homo sapiens 


ultra high sulfer keratin 


248 


36 


1218 


gi 17223709 


Homo sapiens 


selenoprotein SelM 


235 


100 


1218 


gil7223711 


Mus musculus 


selenoprotein SelM 


188 


78 


1218 


gi26351995 


Mus musculus 


unnamed protein product 


162 


76 


1221 


gil001963 


Homo sapiens 


osteopontin 


1400 


90 


1221 


gil89151 


Homo sapiens 


nephropontin precursor 


1400 


90 


1221 


gi992950 


Homo sapiens 


OPN-c 


1426 


98 


1222 


gil4326586 


Homo sapiens 


AF386078_1 serine-cysteine 
proteinase inhibitor clade C 
member 1 


2252 


95 


1222 


gil79130 


Homo sapiens 


anti thrombin III 


2252 


95 


1222 


si583741 


synthetic construct 


Antithrombin III 


2252 


95 


1223 


gil8088363 


Homo saniens 


AAH20669 advanced 
glycosylation end product- 
specific receptor 


2004 


99 


1223 


gil841550 


Homo sapiens 


AAB47491 receptor for 
advanced glycosylation end 
products 

ST 


2004 


99 


1223 


gi561659 


Homo sapiens 


receptor of advanced 
glycosylation end products of 
proteins 


2004 


99 


1224 


gil3359193 


Homo sapiens 


KIAA1660 protein 


598 


100 


1225 


gi37231 


Homo sapiens 


DNA topoisomerase II 


8061 


99 


1225 


gi3869382 


Homo sapiens 


DNA topoisomerase II beta 


8048 


99 


1225 


gi790988 


Cricetulus 
longicaudatus 




7886 


97 


1226 


gil881713 


Rattus norvegicus 


fatty acid transport protein 


3039 


87 


1226 


gi20810561 


Mus musculus 


, member 1 


3031 


87 


1226 


gi563829 


Mus musculus 


fatty acid transport protein 


3031 


87 


1227 


gil5080010 


Homo sapiens 


AAH11789 Similar to COP9 


503 


44 
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complex subunit 7a 






1227 


gil5215085 


Mus musculus 


Cops7b protein 


885 


71 


1227 


gi3309176 


Mus musculus 


COP9 complex subunit 7b 


888 


71 


1228 


gil80251 


Homo sapiens 


precerebellin 


544 


58 


1228 


gi6942096 


Mus musculus 


CBLN3 


938 


93 


1228 


gi6942098 


Mus musculus 


AF218380 1 CBLN3 


938 


93 


1229 


gi 156208 19 


Homo sapiens 


KIAA1 8 80 protein 


2851 


99 


1229 


gil7861952 


Drosophila 
melanogaster 


LD01947p 


1382 


50 


1229 


gi7291183 


Drosonhila 
melanogaster 


CG1826-PA 


1382 


50 


1230 


gi21756739 


Homo sapiens 


unnamed protein product 


2878 


58 


1230 


gi26354957 


Mus musculus 


unnamed protein product 


5453 


95 


1230 


p:i 6634025 


Homo saniens 


KIAA0379 nrotein 


3166 


57 


1231 


gi20387085 


Oncorhynchus 
mvkiss 


-1 


662 


31 


1231 


gi2 1667212 


Homo sapiens 


AF465766_1 

bacterid dal/permeability- 

increasins Drotein-like 2 


2384 


98 


1231 


gi28 173296 


Cyprinus carpio 


bactericidal permeability- 
increasing 

protein/lipopolysaccharide- 
bindine Drotein 


680 


31 


1232 


gi20387085 


Oncorhynchus 
mvkiss 

All J IVUl? 


-1 


654 


31 


1232 


gi2 16672 12 


Homo sapiens 


AF465766_1 
bactericidal/permeability- 
increasine orotein-like 2 


2389 


99 


1232 


gi28 173296 


Cyprinus carpio 


bactericidal permeability- 
increasing 

protein/lipopolysaccharide- 
hindini? orotein 


672 


30 


1233 


gi20387085 


Oncorhynchus 


-1 


688 


31 


1233 


gi2 16672 12 


Homo sapiens 


AF465766_1 
bactericidal/oerrneabilitv- 
increasing protein-like 2 


2595 


99 


1233 


si28 173296 


Cvorinus carnio 


bactericidal permeability- 
increasins 

protein/lipopolysaccharide- 

binding protein 

° r 


710 


31 


1234 


gil 8257341 


Mus musculus 


Expressed sequence 
AW060207 


2106 


69 


1234 


gi2191168 


Arabidopsis thaliana 


contains similarity to myosin 
heavy chain 


207 


26 


1234 


gi2879804 


Schizosaccharomyce 
s pombe 


SPAC23A1.16c 


163 


28 


1235 


gil 1493528 


Homo sapiens 


AF130117 71 PR01953 


671 


100 


1236 


gi2 1754036 


Homo sapiens 


unnamed protein product 


998 


99 


1236 


gi30411057 


Mus musculus 


RIKEN cDNA B230219D22 


954 


93 


1236 


gi31565787 


Homo sapiens 


FLJ37562 protein 


1002 


100 


1237 


gi27469556 


Homo sapiens 


Putative neuronal cell adhesion 
molecule 


3516 


99 


1237 


gi3068592 


Mus musculus 


punc 


2976 


86 


1237 


gi4206390 


Homo sapiens 


putative neuronal cell adhesion 


1569 


98 
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molecule 






1238 


gi 12667401 


Homo sapiens 


AF326731 1 NUF2R 


2347 


99 


1238 


gil4317902 


Homo sapiens 


kinetochore protein Nuf2 


2347 


99 


1238 


eil 8043223 


Mus mus cuius 


NUF2R protein 


1754 


73 


1239 


fiil0435493 


Homo sapiens 

A. At. ^W A. X A LfML/X V^XU 


unnamed protein product 


2702 


99 


1239 


gi7022901 


Homo sapiens 

A> A>%^AAA^^ wMI^AVilU 


unnamed protein oroduct 


3682 

\m* AW 


99 


1239 


ei7688176 


Homo s aniens 


hvDothetical protein 

A A J VjJ A A W A A !_/ A V. ft> AAA 


3688 


99 


1240 


gi2 1634823 


Homo sapiens 

-*- A. A A A. V*» k*.' V* A. A AW 


AF389428 1 semaphorin6D 

A AA W — ^ 1 AW X kJ Vlll AAA i ^ 

isoform 3 


5142 


91 

A, 


1240 


gi2 1634825 


Homo sapiens 

A. A. AAA Vk' U*r^k/A VJ,!.^ 


AF3 89429 1 semaohorin 6D 

A A. A. «_J V — --«' 1 AW ^ X LA V1a1UL/11U1 AAA \_/ 1 ^ 

isoform 4 


5667 


98 


1240 


gi2 1634827 


Homo sapiens 


AF389430_1 semaphorin6D 
isoform 1 


3112 


63 


1241 


gil4036200 


Homo sapiens 


unnamed protein product 

A AAA VM A A r A w AAA r A w 


245 


97 


1243 


gi21671105 


Homo sapiens 


RAD52B 


1134 


100 


1243 


gi23468352 


Homo sapiens 


Similar to RAD52B 


963 


99 


1243 


gi32967621 


Mus musculus 


2410008M22Rik protein 


828 


74 


1244 


gil5928404 


Mus musculus 


Fasting-inducible inteeral 

■A WW v A A A k_ AAA ^ * 1 S» A A AAA A A 

membrane protein TM6P1 


185 


36 


1244 


gil8490578 


Mus musculus 


A630041N19 protein 

A A. N_i" V- V- T » A A 1 A, — K— ^ A »* AAA 


449 


71 


1244 


gi20379926 


Mus musculus 


Fasting-inducible integral 
membrane protein TM6P 1 


185 


36 


1245 


gi 18490578 


Mus musculus 


A630041N19 protein 


875 


70 


1245 


gi29792229 


Homo sapiens 


FLJ90024 protein 


297 


33 


1245 


gi6013381 


Rattus norvenicus 


AF186469 1 TM6P1 

A A. A. 1 A JL If JL V/± A. 


296 


33 


1246 


gi28626251 

V «^ AW AW/ «^ A. 


Homo sapiens 

JL 1 kJ [LA 1^ ? X WA ALJ 


calcium-"Denneable store- 
operated channel TRPM3c 

K-» ^^A b>^^ **-A *^A A ItpA A A A A A A, A. A V A 


1194 

1 A- 


100 


1246 


gi28626253 


Homo sapiens 


calcium-permeable store- 
operated channel TRPM3d 


1194 

a. a ^ a 


100 


1246 


gi28626255 


Homo sapiens 


calcium-permeable store- 
operated channel TRPM3e 


1194 


100 


1247 


gi 173 86053 


Mus musculus 


AF444274_1 Jedi protein 


2269 


50 


1247 


gi 18044366 


Homo sapiens 


AAH20198 Similar to 
MEGF 10 protein 


3468 


99 


1247 


gil 8252658 


Mus musculus 


AF461685_1 Jedi-736 protein 


2269 


50 


1248 


gi20987880 


Mus musculus 


E 1 3 0 1 03 1 1 7Rik protein 


3580 


87 


1248 


gi28204917 


Mus musculus 


E130103I17Rik protein 


3801 


86 


1248 


gi45 88087 


Homo sapiens 


AF095771 1 PTH-responsive 

A A.A V* »>* W {IX- A_ A. A. A. A. A VUI/ VlltJA * 

osteosarcoma B 1 protein 


4080 

i \s 


94 


1249 


gil3591434 


Homo sapiens 




1160 


100 


1249 


gil3591435 


Homo sapiens 




976 


99 


1249 


gil9913471 


Homo sapiens 




1265 


99 


1250 


gil6605581 


Homo sapiens 

A -A. V_J AAA N_j bv# WV | — * A A A 


H-rev 1 07-like protein 5 

A. A. A T A V- / X A IW X V Will 


1451 

A. 1 «p/ A 


100 

A, Vf v 


1250 


gi21707989 


Homo sapiens 


Similar to H-rev 1 07-like 
protein 5 


1382 


96 


1250 


gi6048565 


Homo sapiens 


AF092922_1 retinoid inducible 
gene 1 


376 


54 


1251 


gi2 1263094 


Rattus norvegicus 


AF5 12430 1 tramdorin 1 


1665 


81 


1251 


gi27924388 


Mus musculus 


Tramdorin 1 


1668 


82 


1251 


gi3 187 1293 


Homo sapiens 


proton/amino acid transporter 2 


2010 


99 


1252 


gil4571904 


Rattus norvegicus 


AF361239_1 lysosomal amino 
acid transporter 1 


1931 


78 


1252 


gi3 1324239 


Homo sapiens 


proton-coupled amino acid 
transporter 


2174 


90 



I. 



WO 2004/080148 



PCT7US2003/030720 



238 
TABLE 2 B 



SEQID 


Hit_ID 


Species 


Description 


S score 


Percentage 
Identity 


1252 


gi31871291 


Homo sapiens 


proton/amino acid transporter 1 


2195 


90 


1254 


gil563885 


Homo sapiens 


fibroblast growth factor 
homologous factor 1 


917 


90 


1254 


gil669500 


Mus musculus 


fibroblast growth factor 
homologous factor 1 


917 


90 


1254 


gi20988932 


Mus musculus 


Fgfl2 protein 


916 


98 


1255 


gi!9263005 


Ciona intestinalis 


leucine-rich reoeat dvnein light 

■* W«-%pf A A A W A A A AA ^ -*- * AAA. A A > j A A W 

chain 


759 


75 


1255 


ei2760161 


Antho ci dari s 
crassispina 


outer arm dvnein light chain 2 


658 


67 


1255 


si7303901 


Drosoohila 
melanogaster 


CG8800-PA 


554 


58 


1256 


gil2666529 


Mus musculus 


b.b-carotene-9 ! . 1 0'- 
dioxygenase 


2356 


80 1 


1256 


gi 12666531 


Homo saoiens 


Dutative b.b-carotene-9\ 1 0'- 
dioxygenase 


2982 


99 


1256 


gi 145 82265 


Homo sapiens 


AF276432 1 outative carotene 
dioxygenase 


2918 


99 


1257 


gil2666529 


Mus musculus 


b b-carotene-9' 1 0'- 
dioxygenase 


2305 


81 


1257 


gi 12666531 


Homo saoiens 


outative b»b-carotene-9M0'- 
dioxygenase 


2850 


96 


1257 


gi 14582265 


Homo sapiens 


AF276432_1 putative carotene 
dioxygenase 


2786 


95 


1258 


gi 15559697 


Homo sapiens 


AAH 14205 Similar to neural 
cell adhesion molecule 1 


157 


28 


1258 


gi28703938 


Homo sapiens 


Similar to neural cell adhesion 
molecule 1 


157 


28 


1258 


gi61 


Bos taurus 


calmodulin-independent 
adenylate cyclase 


158 


28 


1260 


gil079734 


Mus musculus 


citron 


1291 


94 


1260 


gi2745840 


Rattus norvegicus 


postsynaptic density protein; 
citron 


1262 


93 


1260 


gi3599509 


Mus musculus 


rho/rac-interacting citron 
kinase 


1286 


94 


1261 


gi28277755 


Danio rerio 


proteinase inhibitor, clade E, 
member 2 


479 


30 


1261 


gi28435507 


Sus scrofa 


nexin-1 


467 


30 


1261 


gi32485107 


Homo sapiens 


nexin-related serine protease 
inhibitor 


2002 


92 


1262 


gil3383364 


Homo sapiens 


claudin- 1 


223 


97 


1262 


gil5214678 


Homo sapiens 


AAH12471 claudinl 


223 


97 


1262 


gi7381083 


Homo sapiens 


AF 134 160 1 claudin-1 


223 


97 


1263 


gi 13542685 


Mus musculus 


SARI a gene homolog 


441 


54 


1263 


gi2 1634445 


Homo saoiens 

X. X. XXX V> U L-l 1^ X V*/ 111,' 


AF274026 1 GTP-bindine 
protein Sara 


446 


57 


1263 


gi33 150636 


Homo sapiens 


AF087897 1 GTP binding 
protein 


446 


57 


1264 


gi22902436 


Mus musculus 


Sphingosine- 1 -phosphate 
phosphatase 1 


717 


38 


1264 


gi23345324 


Homo sapiens 


sphingosine 1 -phosphate 
phosphohydrolase 2 


2073 


100 


1264 


gi29436890 


Mus musculus 


Similar to sphingosine- 1- 
phosphate phosphotase 2 


1624 


80 


1265 


gil4 


Bos taurus 


BoWCl.l 


1214 


39 
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1265 


gi 1480365 


Sus scrofa 


scavenger-receptor protein 


1327 


42 


1265 


gi27464818 


Mus musculus 


scavenger receptor cysteine- 
rich type 1 protein CD 163c- 
alpha precursor 


1339 


44 


1266 


gil4 


Bos taurus 


BoWCl.l 


1214 


39 


1266 


gi 1480365 


Sus scrofa 


scavenger-receptor protein 


1327 


42 


1266 


gi27464818 


Mus musculus 


scavenger receptor cysteine- 
rich type 1 protein CD 163c- 
alpha precursor 


1339 


44 


1268 


gi21619491 


Homo sapiens 


similar to expressed sequence 
AW049604 


778 


100 


1268 


gi32967233 


Homo sapiens 


TAFA4 


778 


100 


1268 


gi32967245 


Mus musculus 


TAFA4 


698 


93 


1270 


gil8033185 


Danio rerio 


AF330001_1 UNC45-related 
protein 


3100 


73 


1270 


gi27436424 


Mus musculus 


striated muscle UNC45 


3937 


94 


1270 


gi27436426 


Homo sapiens 


striated muscle UNC45 


4092 


99 


1271 


gi2 1064657 


Drosophila 
melanogaster 


RH01479p 


182 


39 


1271 


gi28375475 


Homo sapiens 


unnamed protein product 


639 


99 


1271 


gi7304173 


Drosophila 
melanogaster 


CG1577-PA 


182 


39 


1272 


gil 6876958 


Homo sapiens 


A AH 16754 hypothetical 
protein MGC12217 


410 


100 


1273 


gi 15 823642 


Homo sapiens 


ALS2CR7 


2038 


100 


1273 


gi32485022 


Homo sapiens 


serine/threonine protein kinase 


2038 


100 


1273 


gi32485027 


Homo sapiens 


serine/threonine protein kinase 


2320 


100' 


1274 


gil2654893 


Homo sapiens 


AAH01291 


400 


97 


1274 


gi2407911 


Homo sapiens 


CQ16 


714 


96 


1274 


gi6733554 


unidentified 


unnamed protein product 


710 


96 


1275 


gil8147612 


Homo sapiens 


metalloprotease disintegrin 


4434 


95 


1275 


gi2 1908028 


Homo sapiens j 


AF466287_1 a disintegrin and 
metalloprotease domain 33 


4434 


95 


1275 


gi2 1908030 


Homo sapiens 


a disintegrin and 
metalloprotease domain 33 


4434 


95 


1276 


gil6551401 


Homo sapiens 


unnamed protein product 


2735 


100 


1276 


gi4972116 


Arabidopsis thaliana 


putative proline-rich protein 


133 


44 


1276 


gi7269638 


Arabidopsis thaliana 


putative proline-rich protein 


133 


44 


1277 


gil5291913 


Drosophila 
melanogaster 


LD31582p 


204 


23 


1277 


gi22477165 


Homo sapiens 




2783 


100 


1277 


gi26326895 Mus musculus 


unnamed protein product 


1752 


69 


1278 


gi3452275 


Pseudopleuronectes 
americanus 


aminopeptidase N 


1008 


37 


1278 


gi525287 


Sus scrofa 


aminopeptidase N. 


1014 


38 


1278 


gi544755 


Oryctolagus 
cuniculus 


aminopeptidase N; APN 


1021 


37 


1279 


gil3559063 


Homo sapiens 




747 


100 


1279 


gi24416538 


Mus musculus 


1700001D09Rik protein 


708 


71 


1279 


gi9963863 


Homo sapiens 


AF226731 1 AD026 


738 


98 


1281 


gi20810533 


Homo sapiens 


hypothetical gene supported by 
AK054745; AK054745; 
AK054745; AK054745 


414 


100 


1282 


gi208 10533 


Homo sapiens 


hypothetical gene supported by 


795 


100 
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AK054745; AK054745; 
AK054745; AK054745 






1282 


gi26345254 


Mus musculus 


unnamed protein product 


367 


63 


1282 


gi33244011 


Mus musculus 




374 


64 


1283 


gi208 10533 


Homo sapiens 


hypothetical gene supported by 
AK054745; AK054745; 
AK054745; AK054745 


789 


99 


1283 


gi26345254 


Mus musculus 


unnamed protein product 


396 


64 


1283 


gi33244011 


Mus musculus 




403 


65 


1284 


gil8447388 


Drosophila 
melanogaster 


RE05944p 


700 


31 


1284 


gi2 16452 10 


Drosophila 
melanogaster 


CG30394-PA 


700 


31 


1284 


gi2 16452 11 


Drosophila 
melanogaster 


CG30394-PB 


700 


31 


1285 


gil4035874 


Homo sapiens 


unnamed protein product 


910 


99 


1285 


gil4035876 


Homo sapiens 


unnamed protein product | 853 


99 


1285 


gi20070842 


Homo sapiens 


similar to hypothetical protein 
FLJ13448 


997 


99 


1286 


gi 19070822 


Mus musculus 


AF3 64868 1 Myb protein 
P42POP 


145 


23 


1286 


gi20977688 


Xenopus laevis 


tumorhead 


146 


33 


1286 


gi27881626 


Homo sapiens 


LOC339344 protein 


150 


25 


1287 


gil0433236 


Homo sapiens 


unnamed protein product 


721 


99 


1288 


gil3278415 


Mus musculus 


cDNA sequence BC004018 


2402 


98 


1288 


gi26355239 


Mus musculus 


unnamed protein product 

A J. 


2256 


97 


1288 


gi30354720 


Mus musculus 


AI427653 protein 


1357 


57 


1289 


gil2698037 


Homo sapiens 


KIAA1746 protein 


5541 


100 


1289 


gi 16769274 


Drosophila 
melanogaster 


LD22423p 


210 


24 


1289 


gi7298509 


Drosophila 
melanogaster 


CG18398-PA 


214 


24 


1290 


gi21391484 


Homo sapiens 


leucine-rich repeat domain- 
containing protein 


397 


39 


1290 


gi21391486 


Mus musculus 


leucine-rich repeat domain- 
containing protein 


433 


40 


1290 


gi2 1623 740 


Rattus norvegicus 


Leucine-rich repeat-containing 
protein 3 


428 


40 


1291 


gi20269073 


Homo sapiens 


putative lipid kinase 


2006 


76 


1291 


gi2 1624340 


Homo sapiens 

£_ 


ceramide kinase 


2006 


76 


1291 


gi2 1624342 


Mus musculus 


ceramide kinases 


1617 


64 


1292 


gi3 12590 


Mus musculus 


biliary glycoprotein 


193 


32 


1292 


gi3549152 


Homo sapiens 


R29124 1 


175 


31 


1292 


gi74 14626 


Rattus norvegicus 


carcinoembryonic antigen- 
related cell adhesion molecule, 
secreted isoform CEACAMla- 
4C1 


176 


31 


1293 


gi 1197500 


Homo sapiens 


T-cell surface antigen 


182 


22 


1293 


gi2 1707370 


Homo sapiens 


, sheep red blood cell receptor 


182 


22 


1293 


gi3 12590 


Mus musculus 


biliary glycoprotein 


193 


32 


1294 


gi 18676564 


Homo sapiens 


FLJ00179 protein 


993 


99 


1294 


gi21411450 


Mus musculus 


C230093N12Rik protein 


1159 


91 


1294 


gi28839684 


Homo sapiens 


Similar to expressed sequence 
AI426465 


1242 


99 
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1295 


gi27923578 


Mus musculus 


cerebellin 4 precursor 


970 


96 


1295 


gi33416458 


Mus musculus 


Cerebellin 2 precursor protein 


725 


73 


1295 


gi7708438 


Homo sapiens 




1020 


100 


1296 


gi 184909 12 


Homo sapiens 


neurotensin receptor 2 


1950 


93 


1296 


gi23 138725 


Homo sapiens 


Similar to neurotensin receptor 
2 


1984 


99 


1296 


gi3901028 


Homo sapiens 


neurotensin receptor 2 


1955 


93 


1297 


gil5077861 


Mus musculus 


AF396877_1 bullous 
pemphigoid antigen 1-e 


11308 


84 


1297 


gil79519 


Homo sapiens 


bullous pemphigoid antigen 


10559 


98 


1297 


gi403124 


Homo sapiens 


bullous pemphigoid antigen 


13047 


97 


1298 


gil5077861 


Mus musculus 


AF396877_1 bullous 
pemphigoid antigen 1-e 


11308 


84 


1298 


gil79519 


Homo sapiens 


bullous pemphigoid antigen 


10559 


98 


1298 


gi403124 


Homo sapiens 


bullous pemphigoid antigen 


13047 


97 


1299 


gi27469519 


Homo sapiens 


Similar to KIAA0476 gene 
product 


1506 


100 


1299 


gi30268290 


Homo sapiens 


hypothetical protein 


1506 


100 


1299 


gi33330327 


Homo sapiens 


c-MYC promoter-binding 
protein IRLB 


1501 


100 


1300 


gil5929770 


Mus musculus 


expressed sequence 
AW049604 


666 


100 


1300 


gi32967235 


Homo sapiens 


TAFA5 


666 


100 


1300 


gi32967247 


Mus musculus 


TAFA5 


666 


100 


1301 


gil6041156 


Macaca fascicularis 


X-ray radiation resistance 
associated 1 protein 


729 


95 


1301 


gi 18676652 


Homo sapiens 


FLJ00225 protein 


779 


100 


1301 


gi33 150874 


Homo sapiens 


AF439934 1 unknown 


779 


100 


1302 


gil6041156 


Macaca fascicularis 


X-ray radiation resistance 
associated 1 protein 


411 


93 


1302 


gi 18676652 


Homo sapiens 


FLJ00225 protein 


444 


97 


1302 


gi33 150874 


Homo sapiens 


AF439934 1 unknown 


444 


97 


1303 


gi21619156 


Homo sapiens 


somatostatin 


226 


100 


1303 


gi338288 


Homo sapiens 


preprosomatostatin I 


226 


100 


1303 


gi342299 


Macaca fascicularis 


preprosomatostatin 


226 


100 


1304 


gi22761332 


Homo sapiens 


unnamed protein product 


2052 


82 


1304 


gi24981080 


Mus musculus 


1 8 10005H09Rik protein 


1103 


55 


1304 


gi33417011 


Mus musculus 




2037 


93 


1305 


gi22761332 


Homo sapiens 


unnamed protein product 


3143 


100 


1305 


gi26331032 


Mus musculus 


unnamed protein product 


2468 


81 


1305 


gi33417011 


Mus musculus 




2453 


85 


1306 


gi2 1744725 


Homo sapiens 


AF478693_1 glycosyl- 
phosphatidyl-inositol-MAM 


1541 


48 


1306 


gi25005320 


Sus scrofa 


glycosylphosphatidylinositol 
anchor 1 protein 


1536 


48 

• 


1306 


gi33 149988 


Homo sapiens 


MAM domain containing 1 


3035 


100 


1307 


gil6550524 


Homo sapiens 


unnamed protein product 


799 


100 


1308 


gi20379980 


Mus musculus 


2410021P16Rik protein 


1731 


44 


1308 


gi22 137453 


Mus musculus 


2410021P16Rik protein 


1734 


44 


1308 


gi28280023 


Mus musculus 


5730439E10Rik protein 


3348 


80 


1309 


gi20379980 


Mus musculus 


2410021P16Rik protein 


1634 


42 


1309 


gi22 137453 


Mus musculus 


241 002 IP 16Rik protein 


1637 


43 


1309 


gi28280023 


Mus musculus 


573 043 9E 1 ORik protein 


3226 


78 


1310 


gi 19070 124 


Mus musculus 


AF233346 1 zinc transporter- 


1087 


95 
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like 3 protein 






1310 


gi20563194 


Mus musculus 


AF395840 1 zinc transporter 6 


1075 


94 


1310 


gi33338012 


Homo sapiens 


AF173387 1 MSTP103 


942 


95 


1311 


gi 12053097 


Homo sapiens 


hypothetical protein 


2127 


99 


1311 


gi23 170343 


Drosophila 
melanogaster 


CG31556-PA 


199 


29 


1311 


gi854065 


Human herpesvirus 6 


U88 


223 


32 


1312 


gi 1860575 8 


Mus musculus 


9030409G1 IRik protein 


1343 


98 


1312 


gi6526769 


Homo sapiens 


HRIHFB2003 


1055 


91 


1312 


gi7291408 


Drosophila 
melanogaster 


CG11206-PA 


822 


36 


1313 


gi 19263 985 


Homo sapiens 

IT 


Hypothetical protein 
MGC26766 


1565 


99 


1313 


gil9528309 


Drosophila 
melanogaster 


LD02310p 


573 


55 


1313 


gi7294955 


Drosophila 
melanogaster 


CG4080-PA 


573 


55 


1314 


gil5030250 


Mus musculus 




Urebl -pending protein 


5270 


95 


1314 


gi22090626 


Homo sapiens 


HECT domain protein LASU1 


11690 


99 


1314 


gi6841194 


Homo sapiens 


AF161390 1 HSPC272 


9665 


99 


1315 


gil3 182757 


Homo sapiens 


AF212238 1 HTPAP 


781 


89 


1315 


gi2 1542541 


Homo sapiens 


Similar to HTPAP protein 


1074 


91 


1315 


gi28381093 


Drosophila 
melanogaster 


CG12746-PD 


421 


37 


1316 


gil3 182757 


Homo sapiens 


AF212238 1 HTPAP 


915 


100 


1316 


gi2 1542541 


Homo sapiens 


Similar to HTPAP protein 


1204 


99 


1316 


gi28381093 


Drosophila 
melanogaster 


CG12746-PD 


539 


43 


1317 


gi 14424540 


Homo sapiens 


AAH09293 


1146 


93 


1317 


gil5342051 


Homo sapiens 


AAH 13297 


1146 


93 


1317 


gi30582231 


Homo sapiens 




1146 


93 


1319 


gil4715055 


Homo sapiens 


MGC9564 protein 


487 


31 


1319 


gi 164 16764 


Homo sapiens 


AF315594 1 FKSG16 


2369 


99 


1319 


gi29436772 


Danio rerio 


Similar to DNA segment, Chr 
11, ERATO Doi 18, expressed 


514 


30 


1320 


gil3905212 


Mus musculus 


RIKEN cDNA 1200006F02 


257 


77 


1320 


gi 164 16764 


Homo sapiens 


AF315594 1 FKSG16 


323 


98 


1320 


gi3 1873637 


Homo sapiens 


hypothetical protein 


323 


98 


1321 


gi32330803 


Mus musculus 


podocan protein 


2839 


91 


1321 


gi32330805 


Homo sapiens 


podocan protein 


3143 


99 


1321 


gi33636569 


Drosophila 
melanogaster 


RE27764p 


397 


27 


1322 


gi20258604 


Homo sapiens 


sialic acid binding Ie-like 
lectin 5 


1470 


84 


1322 


gi20988662 


Homo sapiens 


sialic acid binding Ig-like 
lectin 5 


1470 


84 


1322 


gi9454520 


Homo sapiens 


AGO 18755 5 SIGLEC5 


1470 


84 


1323 


gi20258604 


Homo sapiens 


sialic acid binding Ig-like 
lectin 5 


1372 


87 


1323 


gi20988662 


Homo sapiens 


sialic acid binding Ig-like 
lectin 5 


1372 


87 


1323 


gi9454520 


Homo sapiens 


AC0 18755 5 SIGLEC5 


1372 


87 


1324 


gil3183078 


Homo sapiens 


AF237652_1 a disintegrin-like 
and metalloprotease domain 


602 


74 
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with thrombospondin type I 
motifs-like 3 






1324 


gi 15 099921 


Homo sapiens 


AF176313_1 ADAM-TS 
related protein 1 


874 


98 


1324 


gi20987759 


Homo sapiens 


Similar to ADAMTS-like 1 


886 


99 


1325 


gil78836 


Homo sapiens 


apolipoprotein C-II 

JL JL JL 


424 


89 


1325 


gi30582255 


Homo sapiens 


apolipoprotein C-II 


418 


88 


1325 


gi757915 


Homo sapiens 


apoCII protein 


424 


89 


1326 


gil78836 


Homo sapiens 


apolipoprotein C-II 


424 


89 


1326 


gi30584853 


synthetic construct 


Homo sapiens apolipoprotein 
C-II 


422 


88 


1326 


gi757915 


Homo sapiens 


apoCII protein 


424 


89 


1327 


gil5779162 


Homo sapiens 


A AH 14644 


477 


100 


1327 


gi216 19424 


Homo sapiens 


Similar to LOCI 505 80 


477 


100 


1328 


eil4715231 


Homo <3anipn<? 


DMBTl/8kb 2 nrotein 

J— 'XVJ.X-* X XI uJvu.A |_/XWIA^XXX 


1486 


40 


1328 

X 4* KJ 


ei4 105084 


Or veto! affus 
cuniculus 


hen sin 


1428 


39 


1328 


ffi6624922 


Homo saniens 


DMBTl/8kb 1 nrotein 


1494 


41 

X 


1329 


gil6033591 


Homo sapiens 


AF416902_1 SH2 domain- 
containing; nhosnhatase anchor 

V Vlll-W'liXlll& | Jl JL k_? J.JL.IX l>i4>JV tiJLJLWXX V/X 

protein 2b 


991 


99 


1329 


sil6033597 


Homo saniens 


AF4 16904 1 SH2 domain- 
containing phosphatase anchor 
protein 2d 


1003 


99 


1329 


ei208 10036 


Homo saniens 


Fc recentor-like nrotein 3 


985 


99 


1330 


si28974490 


Homo saniens 


lipoma HMGIC fusion-nartner- 

JL JL |«p \-r JL JL JLUr X iirl^lw X LrV-kJ JL WA Jl L~7<U4X H JL W JL 

like nrotein 

JL JL Ju X- 1 JL. % — - V- JL JL JL 


1183 

X X \J 


100 


1330 


gi30102428 


Rattus norvegicus 


HMGIC fusion-partner-like 
nrotein 


1147 


95 


1330 


gi30411045 


Mus musculus 


Similar to lipoma HMGIC 
fusion oartner 

JL. V* ^» JL JL WVJk W JL JL JL 


1143 


94 


1331 


gil2060826 


Homo sapiens 


AF3 08287^1 serologically 
defined breast cancer antisen 
NY-BR-20 


607 


77 


1331 


gi 174264 18 


Mus musculus 


calmodulin-related protein 


788 


100 


1331 


gil9484098 


Mus musculus 


calmodulin-like 4 


783 


99 


1332 


ei 10726831 


Drosonhila 
melanogaster 


CG9986-PA 


141 

X r X 


25 


1332 


gil6741164 


Mus musculus 


DNA segment, Chr 6, Wayne 

State T Tniver^itv 16^ pynrpcj^pH 

twj iriX Lv \ ; 111 V vlulLV Lww»5 wAL/1 wOOwfkX 


938 


100 


1332 

X -V —J +-i 


ei 17862436 


Drosonhila 
mel ano easter 


LD27564n 

J — tX~f 4-t 1 mj \Ji VJ 


141 

X X 


25 


1333 


gi 11693044 


Homo sapiens 


WNT6 precursor 


2000 


100 


1333 


ei 132792^1 


Homo ^aniens 


AAH04329 Similar to 

jTul 11U i w/ /-t ^ L-7 Jill 11 1 Cil LU 

wineless-related MMTV 

7T lllCkLv^Lji 1 V J vLLVU. XTXXTXX V 

integration site 6 


2000 


100 


1333 


gi30583751 


Homo sapiens 


wingless-type MMTV 
integration site family, member 
6 


2000 


100 


1334 


gil9744304 


Homo sapiens 


AF461760 1 zinc transporter 5 


463 


94 


1334 


gi20135611 


Homo sapiens 


zinc transporter ZnT-5 


463 


94 


1334 


gi23270961 


Mus musculus 


Similar to zinc transporter 
ZTL1 


405 


85 


1335 


gil8480366 


Mus musculus 


olfactory receptor MOR145-1 


310 


74 


1335 


gi21928214 


Homo sapiens 


seven transmembrane helix 


301 


77 
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recentor 






1335 


gi32063318 


Mus musculus 


olfactory receptor 
GA x6K02T2PVTD- 
14054886-14053957 


310 


74 


1336 


eil2654633 


Homo saoiens 


Protein inhibitor of activated 
STAT3 


3277 


100 


1336 


gi20988856 


Homo sapiens 


protein inhibitor of activated 
STAT3 


3277 


100 


1336 


gi30582911 


Homo sapiens 


protein inhibitor of activated 
STAT3 


3277 


100 


1337 


gi27449075 

^mX4«* /It — ^ V / »^ 


Oreo chromis 

^ Vp* Jk A *\_^AAAAl»>f 

mossambicus 


stearovl-CoA desaturase 


1176 


71 


1337 


gi30350098 


Homo sapiens 


AF389338_1 acyl-CoA- 
desaturase 


1769 


99 


1337 


gi4469173 


Gallus gallus 


delta-9 desaturase 


1149 


71 


1338 


gil4030861 


Homo sapiens 


paraneoplastic neuronal 
antigen MAI 


1830 


99 


1338 


gi22726261 


Homo sapiens 


AF320308 1 paraneoplastic 
antigen; MAI 


1834 


100 


1338 


gi24658774 


Homo sapiens 


paraneoplastic antigen MAI 


1834 


100 


1339 


gi29468118 


Homo sapiens 


AF357S88_1 PAP-2-like 
protein 2 


1695 


100 


1339 


gi31580553 


Homo sapiens 


plasticity related gene 2 


1695 


100 


1339 


gi32186953 


Homo sapiens 


lipid phosphate phosphatase- 
related protein tvpe 3 


1695 


100 


1340 


gill 137605 


Homo sapiens 




1931 


100 


1340 


gi20809333 


Homo sapiens 


actin like protein 


1928 


99 


1340 


glUOT7JU 


Hnmni cam pn c 


r"\pr~)f 1 r\p> \7S/1+1t Vf 3 C(Pml">1 Pf 1 +0 
t/ lv L 1 \_l w WiLli 1 CSvlllL/lullvw LU 

the actin family; the actual start 
of the poHinp" repion ha 5 ? not 

been determined 


1362 


88 


1341 


gill 177510 


Rattus norvegicus 


AF287300_1 tandem pore 
domain potassium channel 
THIK-2 


2215 


98 


1341 


eil 1177514 


Homo sapiens 


AF2S7302 1 tandem pore 
domain potassium channel 
THIK-2 


2234 


100 


1341 


gi28839529 


Homo sapiens 


Potassium channel, subfamily 
K, member 12 


2234 


100 


1342 


gil4198194 


Mus musculus 


CDNA sequence BC008155 


606 


77 


1342 


gil4336716 


Homo sapiens 


AE006464 16 similar to 
FBan0003337 


1216 


100 


1342 


ei7300722 


Drosoohila 
melanogaster 


CG3337-PA 


326 


40 


1343 


Hi 11 86293 9 


Mus musculus 


DDM36 


1117 

X X X, f 


43 


1343 


gil 1862941 


Mus musculus 


DDM36E 


1105 


43 


1343 


gil9570398 


Homo sapiens 


hDDM36 


1120 


43 


1344 


g i2 1744725 


Homo sapiens 


AF478693_1 glycosyl- 
phosphatidyl-inositol-MAM 


4898 


98 


1344 


gi25005318 


Sus scrofa 


MAM domain containing 
glycosylphosphatidylinositol 
anchor 1 


4355 


95 


1344 


gi25005320 


Sus scrofa 


glycosylphosphatidylinositol 
anchor 1 protein 


4224 


94 


1345 


gi 12276 198 


Homo sapiens 


AF333487 1 FKSG40 


1020 


100 
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1345 


gi!2408250 


Homo sapiens 


FKSG28 


1020 


100 


1345 


gil 8652934 


Xenopus laevis 


Mig30 


634 


49 


1346 


gi21410151 


Mus musculus 


LOC2 13895 protein 


1657 


73 


1346 


gi27696627 


Homo sapiens 


Ribosome biogenesis protein 
BMS1 homolog 


4190 


99 


1346 


gi7294027 


Drosophila 
melanogaster 


CG7728-PA 


1345 


43 


1347 


gil2842044 


Mus musculus 


unnamed protein product 


554 


71 


1347 


gil 8921437 


Mus musculus 


2010004A03Rik protein 


850 


70 


1347 


gi20987450 


Homo sapiens 


LOC146433 


1160 


95 


1348 


gil016012 


Rattus norvegicus 


neural cell adhesion protein 
BIG-2 precursor 


5147 


92 


1348 


gi26891535 


Homo sapiens 


contactin 4 


5366 


98 


1348 


gi29837411 


Homo sapiens 


BIG-2 


5366 


98 


1349 


gi30102449 


Homo sapiens 


lipoma HMGIC fusion-partner- 
like protein 


1161 


97 


1349 


gi30908798 


Homo sapiens 


lipoma HMGIC fusion partner- 

X X 

like protein 4 


952 


80 


1349 


gi30908800 


Rattus norvegicus 


lipoma HMGIC fusion partner- 
like protein 4 


951 


80 


1350 


gil 3 097705 


Homo sapiens 


AAH03559 , member 3 


2028 


95 


1350 


gil340142 


Homo sapiens 


alphal-antichymotrypsin 


2024 


95 


1350 


gi2 196 1493 


Homo sapiens 


, member 3 


2025 


95 


1351 


gil850850 


Murid herpesvirus 4 


serine threonine rich 
glycoprotein 


166 


30 


1351 


gi21618556 


Homo sapiens 




3529 


91 


1351 


gi33304372 


Homo sapiens 


tastin 


3524 


91 


1352 


gil2053849 


Homo sapiens 


DREV protein 


1689 


100 


1352 


gil2053851 


Homo sapiens 


DREV1 protein 


1673 


99 


1352 


gil2053853 


Homo sapiens 


DREV protein 


1689 


100 


1353 


gi 14627081 


Homo sapiens 


AF367017 1 caspase-1 

X 

dominant-negative inhibitor 
Pseudo-ICE 


492 


100 


1353 


gi2 1707335 


Homo sapiens 


Similar to CARD only protein 


462 


100 


1353 


gi33793 


Homo sapiens 


interleukin-lB converting 
enzyme 


445 


92 


1355 


gi22760096 


Homo sapiens 


unnamed protein product 


1051 


93 


1355 


gi27883913 


Homo sapiens 


POTE 


497 


48 


1355 


gi28279813 


Homo sapiens 


Similar to hypothetical protein 
DKFZp434A171 


860 


99 


1356 


gil 1125348 


Homo sapiens 


putative protein kinase 


11920 


99 


1356 


gi6933864 


Homo sapiens 


kinase deficient protein KDP 


3408 


100 


1356 


gi8272557 


Rattus norvegicus 


AF227741 1 protein kinase 
WNK1 


5436 


73 


1357 


gil 1125348 


Homo sapiens 


putative protein kinase 


9671 


99 


1357 


gi20987908 


Mus musculus 


LOC269796 protein 


1553 


82 


1357 


gi8272557 


Rattus norvegicus 


AF227741 1 protein kinase 
WNK1 


5436 


73 


1358 


gil 0946203 


Homo sapiens 


AF272363_1 neuromedin U 
receptor 2 


785 


100 


1358 


gil6877377 


Homo sapiens 


AAH16938 neuromedin U 
receptor 2 


785 


100 


1358 


gi9944990 


Homo sapiens 


AF292402_1 neuromedin U 
receptor-type 2 


785 


100 
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1359 


gil5020809 


| Takifugu rubripes 


putative methionyl tRNA 
synthetase 


1823 


64 


1359 


gil7861592 


Drosophila 
melanogaster 


GH13807p 


1212 


45 


1359 


gi23 171238 


Drosophila 
melanogaster 


CG31322-PA 


1212 


45 


1360 


gil5341975 


Homo sapiens 


AAH13184 Similar to major 
histocompatibility complex, 
class II, DP beta 1 


437 


72 


1360 


gil7389919 


Homo sapiens 


AAH17967 Similar to major 
histocompatibility complex, 
class II, DP beta 1 


819 


100 


1360 


gil88479 


Homo sapiens 


HLA-DPB 1 


437 


72 


1361 


gil9701013 


Homo sapiens 


unnamed protein product 


1143 


99 


1361 


gi3342737 


Homo sapiens 


R26660 2, partial CDS 


1024 


100 


1361 


gi3478640 


Homo sapiens 


R26660 2, partial CDS 


154 


100 


1362 


gil5779083 


Homo sapiens 


A AH 14609 


1172 


99 


1362 


gi3342737 


Homo sapiens 


R26660 2, partial CDS 


1002 


96 


1362 


gi3478640 


Homo sapiens 


R26660_2, partial CDS 


154 


100 


1363 


gil3991167 


Homo sapiens 


sialic acid-binding 
immunoglobulin-like lectin-like 
long splice variant 


2879 


99 


1363 


gi 14625 822 


Homo sapiens 


AF282256 1 Siglec-Ll 


2879 


99 


1363 


gi23272769 


Homo sapiens 


SIGLEC-like 1 


2879 


99 


1364 


gil5132186 


Homo sapiens 


unnamed protein product 


1644 


100 


1364 


gi!5132529 


Homo sapiens 


unnamed protein product 


1644 


100 


1364 


gi21439502 


Homo sapiens 


unnamed protein product 


1644 


100 


1365 


gil9353230 


Homo sapiens 


interleukin 1, delta 


823 


100 


1365 


gi6165336 


Homo sapiens 


interleukin-l-like protein 1 


823 


100 


1365 


gi9651789 


Homo sapiens 


AF230377__1 interleukin-1 
delta 


823 


100 


1366 


gil77870 


Homo sapiens 


alpha-2-macroglobulin 

M- **** 

precursor 


2765 


40 


1366 


gi25303946 


Homo sapiens 


alpha-2-macroglobulin 


2765 


40 


1366 


gi579594 


Homo sapiens 


alpha 2-macroglobulin 690-740 


2760 


40 


1367 


gi25990364 


Homo sapiens 


AF3 19622 1 P-glycoprotein 


555 


98 


1367 


gi27656757 


Takifugu rubripes 


Mdr3 


311 


52 


1367 


gi4574224 


Fundulus heteroclitus 


AF099732_1 multidrug 
resistance transporter homolog 


287 


49 


1368 


gil2805221 


Mus musculus 


Lymphocyte antigen 6 
complex, locus A 


713 


100 


1368 


gi 198924 


Mus musculus 


Ly-6A.2 


713 


100 


1368 


gi201113 


Mus musculus 


T-cell activation protein 


713 


100 


1967 


gil3543526 


Homo sapiens 


AAH05921 


616 


96 


1967 


gil8088830 


Homo sapiens 


AAH20756 


616 


96 


1967 


gi30582691 


Homo sapiens 




616 


96 


1968 


gi 13543526 


Homo sapiens 


AAH05921 


616 


96 


1968 


gil8088830 


Homo sapiens 


AAH20756 


616 


96 


1968 


gi30582691 


Homo sapiens 




616 


96 


1969 


gil3543526 


Homo sapiens 


AAH05921 


616 


96 


1969 


gil8088830 


Homo sapiens 


AAH20756 


616 


96 


1969 


gi30582691 


Homo sapiens 




616 


96 


1970 


gi 13543526 


Homo sapiens 


AAH05921 


616 


96 


1970 


gil8088830 


Homo sapiens 


AAH20756 


616 


96 
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1970 


gi30582691 


Homo sapiens 




616 


96 


1971 


gil2653501 


Homo sapiens 


SERPINF1 protein 


2119 


99 


1971 


gil5217079 


Homo sapiens 


AF400442__1 pigment 
| epithelium-derived factor 


2125 


99 


1971 


gi30583283 


Homo sapiens 


, member 1 


2119 


99 


1972 


gi20269957 


1 Sus scrofa 


AF498759_1 phospholipase C 
delta 4 


166 


96 


1972 


gi21307610 


I Mus museums 


phospholipase C delta 4 


158 


90 


1972 


gi5714"66 


1 Rattus norvegicus 


phospholipase C delta-4 


151 


84 


1973 


gi 17864023 


! Homo sapiens 


AF450090 1 KCCR13L 


3299 


94 


1973 


gi22760385 


| Homo sapiens 


unnamed protein product 


3290 


94 


1973 


gi22761016 


1 Homo sapiens 


unnamed protein product 


3299 


94 


1975 


gil9684107 


| Homo sapiens 




120 


92 


1975 


gi32966069 


1 Homo sapiens 


CD39L2 nucleotidase 


120 


92 


1975 


gi4691263 


Homo sapiens 




120 


92 


1976 


gi 11493483 


j Homo sapiens 


AF130117 48 PRO2550 


364 


71 


1976 


gi2580578 


1 Homo sapiens 


ubiquitous TPR motif, Y 
isoform 


339 


75 


1976 


gi8572229 


I Homo sapiens 


ubiquitous TPR-motif protein 
Y isoform 


339 


75 


1977 


gil8848355 


I Mus musculus 


Coq6 protein 


2085 


87 


1977 


gi30047245 


! Mus musculus 


Coq6 protein 


2090 


85 


1977 


gi4680659 


i Homo sapiens 


AF132944 1 CGI- 10 protein 


2378 


98 


1978 


gil2654881 


Homo sapiens 


AAH01284 


331 


78 


1978 


gi!710216 


Homo sapiens 


unknown 


311 


73 


1978 


gi28799226 


Homo sapiens 


unnamed protein product 


252 


65 


1979 


gil 1493483 


Homo sapiens 


AF130117 48 PRO2550 


143 


48 


1979 


gi3002527 


Homo sapiens 


neuronal thread protein AD7c- 
NTP 


161 


63 


1979 


gi32486167 


Homo sapiens 


AD7C-NTP 


161 


63 


1980 


gi20810589 


Homo sapiens 


similar to arsenite inducible 
RNA associated protein 


833 


99 


1980 


gi22945274 


Drosophila 
melanogaster 


CG12795-PA 


455 


54 


1980 


gi9651711 


Mus musculus 


AF224494_1 arsenite inducible 
RNA associated protein 


687 


80 


1981 


gil3241652 


Rattus norvegicus 


AF309558_1 supernatant 
protein factor 


162 


87 


1981 


gil 3543 184 


Mus musculus 


SEC14-like 2 


162 


87 


1981 


gi6624130 


Rattus norvegicus 


AC004832_1 similar to 45 kDa 
secretory protein 


169 


96 


1982 


gil 1066250 


Homo sapiens 


AF197937_1 presenilins 
associated rhomboid-like 
protein 


1392 


100 


1982 


gil 3 177766 


Homo sapiens 


AAH03653 Similar to 
presenilins associated 
rhomboid-like protein 


1068 


80 


1982 


gil5559382 


Homo sapiens 


AAH14058 presenilins 
associated rhomboid-like 
protein 


1389 


99 


1983 


gil 864091 


Rattus norvegicus 


PSD-95/SAP90-associated 
protein-3 


160 


100 


1984 


gil 1877274 


Homo sapiens 




2265 


100 


1984 | 


gi2 16672 10 


Homo sapiens 


AF465765 1 


2265 


100 
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bactericidal/permeability- 
increasing protein-like 1 






1984 


gi2 1706776 


Homo sapiens 


Bactericidal/permeability- 
increasing protein-like 1 


2258 


99 


1985 


gi3879547 


Caenorhabditis 
elegans 




125 


36 


1986 


gi21307771 


Homo sapiens 


organic anion transporter 2 


733 


100 


1986 


gi2 1707474 


Homo sapiens 


, member 7 


733 


100 


1986 


gi5001689 


Homo sapiens 


AF097518 1 liver-specific 
transporter 


733 


100 


1987 


gil2804105 


Homo sapiens 


AAH02905 Similar to 
CG15084 gene product 


589 


79 


1987 


gil3649459 


Homo sapiens 


AF250306_1 putative SB1 15 
protein 


589 


79 


1987 


gi 18204670 


Mus musculus 


4930527D15Rik protein 


569 


75 


1988 


gil022323 


Mus musculus 


chain 


3354 


87 


1988 


gi537329 


Homo sapiens 


alpha- 2 tvpe IV collagen 


3752 


99 


1988 


gi556299 


Mus musculus 


alpha-2 type IV collagen 


3351 


87 


1989 


gil7298315 


Homo sapiens 


candidate tumor suppressor 
protein 


1360 


98 


1989 


gi7861733 


Homo sapiens 


AF176832_1 low density 
lipoprotein receptor related 
protein-deleted in tumor 


1360 


98 


1989 


gi8926243 


Mus musculus 


AF270884_1 low density 
lipoprotein receptor related 
protein LRP1B/LRP-DIT 


1181 


84 


1990 


gi 172983 15 


Homo sapiens 


candidate tumor suppressor 
protein 


1360 


98 


1990 


gi7861733 


Homo sapiens 

It 


AF176832_1 low density 
lipoprotein receptor related 
protein-deleted in tumor 


1360 


98 


1990 


gi8926243 


Mus musculus 


AF270884_1 low density 
lipoprotein receptor related 
protein LRP 1 B/LRP-DIT 


1181 


84 


1991 


gi 11493483 


Homo sapiens 


AF130117 48 PRO2550 


408 


78 


1991 


gi 1872200 


Homo sapiens 


alternatively spliced product 
using exon 1 3 A 


328 


75 


1991 


gi7770139 


Homo sapiens 


AF1 19917 13 PR01722 


328 


72 


1992 


gi 15 7409 


Drosophila 

Mr 

melanogaster 


fat protein 


370 


37 


1992 


gi23093109 


Drosophila 
melanogaster 


CG7749-PA 


367 


41 


1992 


gi7295732 


Drosophila 
melanogaster 


CG3352-PA 


367 


38 


1993 


gil57409 


Drosophila 
melanogaster 


fat protein 


370 


37 


1993 


gi23093109 


Drosophila 
melanogaster 


CG7749-PA 


367 


41 


1993 


gi7295732 


Drosophila 
melanogaster 


CG3352-PA 


367 


38 


1994 


gi27549552 


Homo sapiens 


dipeptidyl peptidase IV-related 
protein-2 


410 


89 


1994 


gi29293087 


Homo sapiens 


dipeptidyl peptidase 9 


410 


89 


1994 


gi35 13303 


Homo sapiens 


R26984 1 


476 


100 


1995 


gi32493172 


Homo sapiens 


pheromone receptor 


170 


96 
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1995 


gi32493174 


Homo sapiens 


pheromone receptor 


170 


96 


1995 


gi32493176 


Homo sapiens 


pheromone receptor 


178 


100 


1996 


gi23468368 


Mus rnusculus 


1 2000 1 3F24Rik protein 


799 


63 


1996 


gi27695305 


Mus rnusculus 


1 2000 1 3F24Rik protein 


825 


76 


1996 


gi75 82294 


Homo sapiens 


AF208853 1 BM-011 


781 


98 


1997 


gil620870 


Ciona intestinalis 


myoplasmin-Cl 


190 


29 


1997 


gi31419817 


Mus rnusculus 


Golgi autoantigen, golgin 
subfamily a, 3 


124 


26 


1997 


gi45 82571 


Gallus gallus 


Hyperion protein, 419 kD 
isoform 


125 


26 


1998 


gil3872813 


Homo sapiens 


fibulin-6 


1099 


48 


1998 


gil4575679 


Homo sapiens 


AF156100 1 hemicentin 


2159 


86 


1998 


gi3879658 


Caenorhabditis 
elegans 




636 


32 


1999 


g i 1404405 2 


Homo sapiens 


AAH07950 


1105 


51 


1999 


gil7390825 


Mus rnusculus 


heterogenous nuclear 
ribonucleoprotein U 


1104 


51 


1999 


gi3822553 


Gallus gallus 


nuclear calmodulin-binding 
protein 


1554 


64 


2000 


gi 17223 626 


Homo sapiens 


ATP-binding cassette A 10 


1683 


93 


2000 


gi32350914 


Homo sapiens 


ATP-binding cassette sub- 
family A member 10 


1675 


92 


2000 


gi32350969 


Homo sapiens 


ATP-binding cassette sub- 
family A member 10 


1675 


92 


2001 


gil3374079 


Homo sapiens 


TAFII140 protein 


3747 


99 


2001 


gil3374178 


Mus rnusculus 


TAFII140 protein 


3454 


85 


2001 


gi28 175603 


Homo sapiens 


TAF3 protein 


2775 


99 


2002 


gi 1742903 8 


Ralstonia 
solanacearum 


PROBABLE ACYL-COA 
DEHYDROGENASE 
OXIDOREDUCTASE 
PROTEIN 


676 


61 


2002 


gi22776354 


Oceanobacillus 
iheyensis HTE831 


acyl-CoA dehydrogenase 


660 


63 


2002 


gi28280023 


Mus rnusculus 


5730439E10Rik protein 


974 


84 


2003 


gi2 1522776 


Homo sapiens 


unnamed protein product 


2998 


98 


2003 


gi24047224 


Homo sapiens 


Similar to EGF-like-domain, 
multiple 6 


2982 


98 


2003 


gi6752658 


Homo sapiens 


AF186084_1 epidermal growth 
factor repeat containing protein 


2984 


98 


2004 


gil4530342 


Caenorhabditis 
elegans 




389 


51 


2004 


gi6531661 


Caenorhabditis 
elegans 


AF195610_1 LIN-41A 


389 


51 


2004 


gi6531663 


Caenorhabditis 
elegans 


AF195611_1 LIN-41B 


389 


51 


2005 


gil504026 


Homo sapiens 




5996 


99 


2005 


gi22725157 


Homo sapiens 


minor histocompatibility 
antigen HA-1 


5835 


99 


2005 


gi23272016 


Homo sapiens 


Similar to PTPL1 -associated 
RhoGAP 1 


5675 


98 


2006 


gil3274120 


Homo sapiens 




995 


91 


2006 


gi6 102996 


Mus rnusculus 


Vanin-3 


884 


78 


2006 


gi7 160973 


Homo sapiens 


VNN3 protein 


995 


91 


2007 


gi27463365 


Homo sapiens 


a disintegrin-like and 
metalloprotease with 


345 


93 
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thrombospondin type 1 motifs 

X ^ x 

9B 






2007 


gi3876367 


Caenorhabditis 
elegans 




148 


39 


2007 


gi3879882 


Caenorhabditis 
elegans 




148 


39 


2008 


gil5963476 


Homo sapiens 


AF289221_1 alpha-adaptin A 
related protein 


2085 


94 


2008 


gil5963477 


Homo sapiens 


AF289221_2 alpha-adaptin A 
related protein 


2118 


99 


2008 


gi43 14340 


AA 159-977 


Human alpha-adaptin A 

X A 

homolog 


2085 


94 


2009 


gil5488017 


Homo sapiens 


AF407274 1 EWI2 


3200 


100 


2009 


gi27497567 


Homo sapiens 

4- 


keratinocytes associated 
transmembrane protein 4 


3200 


100 


2009 


gi3 1753233 


Homo sapiens 


Immunoglobulin superfamily, 
member 8 


3200 


100 


2010 


gil5488017 


Homo sapiens 


AF407274 1 EWI2 


3200 


100 


2010 


gi27497567 


Homo sapiens 


keratinocytes associated 
transmembrane protein 4 


3200 


100 


2010 


gi31753233 


Homo sapiens 


Immunoglobulin superfamily, 
member 8 


3200 


100 


2011 


gil5488017 


Homo sapiens 

C 


AF407274 1 EWI2 


3200 


100 


2011 


gi27497567 


Homo sapiens 


keratinocytes associated 
transmembrane protein 4 


3200 


100 


2011 


gi3 1753233 


Homo sapiens 


Immunoglobulin superfamily, 
member 8 


3200 


100 


2012 


gil5488017 


Homo sapiens 


AF407274 1 EWI2 


3200 


100 


2012 


gi27497567 


Homo sapiens 


keratinocytes associated 
transmembrane protein 4 


3200 


100 


2012 


gi3 1753233 


Homo sapiens 


Immunoglobulin superfamily, 
member 8 


3200 


100 


2013 


gi 1405723 


Homo sapiens 


type X collagen 


198 


30 


2013 


gi30095 


Homo sapiens 


3 


198 


30 


2013 


gi7573532 


Homo sapiens 




198 


30 


2014 


gi 15 145793 


Sus scrofa 


basic proline-rich protein 


233 


26 


2014 


gil5145795 


Sus scrofa 


basic proline-rich protein 


205 


26 


2014 


gi25056007 


Zea mays 


AF159297_1 extensin-like 
protein 


203 


26 


2015 


gi21992 


V olvox carteri 


extensin 


158 


37 


2015 


gi2429362 


Santalum album 


proline rich protein 


166 


39 


2015 


gi32488576 


Oryza sativa 
(japonica cultivar- 
group) 


OSJNBa0067K08.27 


157 


35 


2016 


gi 12002042 


Homo sapiens 


AF063606_1 brain my048 
protein 


659 


70 


2016 


gil7225331 


Homo sapiens 


AF325115_1 MY0876G05 
protein 


659 


70 


2016 


gil7646146 


Homo sapiens 


AF314542_1 B lymphocyte 
activation-related protein 


727 


56 


2018 


gil3161063 


Homo sapiens 


AF332218_1 protocadherin 1 1 


746 


56 


2018 


gil3161066 


Homo sapiens 


AF332219_1 protocadherin 1 1 


746 


56 


2018 


gi9845485 


Homo sapiens 


AF169692_1 protocadherin-9 


1349 


100 


2019 


gil6552038 


Homo sapiens 


unnamed protein product 


2139 


99 


2019 


gi21410124 


Mus musculus 


3230402E02Rik protein 


1334 


60 
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2019 


gi5688958 


Homo sapiens 


PMMLP 


2140 


100 


2020 


gi2 1734445 


Rattus norvegicus 


BMP/Retinoic acid-inducible 
neurai-specific protein-2 


3958 


95 


2020 


gi2 1734447 


Rattus norvegicus 


BMP/Retinoic acid-inducible 
neural-specific protein-3 

X A 


2948 


70 


2020 


gi30348610 


Gallus gallus 


BMP/retinoic acid-inducible 
neural-specific protein 


2090 


52 


2021 


gi23272677 


Homo sapiens 


Similar to zinc finger protein 
208 


467 


80 


2021 


gi26251755 


Homo sapiens 


ZNF43 1 protein 


449 


78 


2021 


gi30421228 


Homo sapiens 


zinc finger protein 430 


572 


100 


2022 


gi23272677 


Homo sapiens 


Similar to zinc finger protein 
208 


467 


80 


2022 


gi26251755 


Homo sapiens 


ZNF43 1 protein 


449 


78 


2022 


gi30421228 


Homo sapiens 

* 


zinc finger protein 430 


572 


100 


2023 


gil212965 


Homo sapiens 


transmembrane protein 


358 


70 


2023 


gil213221 


Rattus norvegicus 


transmembrane protein 


354 


69 


2023 


gil9683999 


Homo sapiens 

Mr 


coated vesicle membrane 
protein 


358 


70 


2024 


gi 1199524 


Homo sapiens 


acid phosphatase 


2246 


99 


2024 


gil3111975 


Homo sapiens 


AAH03 1 60 acid phosphatase 

X X 

2, lysosomal 


2242 


99 


2024 


gi30584617 


synthetic construct 


Homo sapiens acid 
phosphatase 2, lysosomal 


2242 


99 


2025 


gi 15625570 


Homo sapiens 


AF4 11981 1 centaurin beta5 


353 


100 


2025 


gi30 109272 


Homo sapiens 


CENTB5 protein 


505 


99 


2025 


gi4688902 


Homo sapiens 


centaurin beta2 


270 


48 


2026 


gi27693942 


Homo sapiens 


Similar to expressed sequence 
AI449432 


1083 


42 


2026 


gi2789430 


Homo sapiens 


repressor protein 


1084 


42 


2026 


gi5630080 


Homo sapiens 


AC004890 2 


1077 


42 


2027 


gil 1345382 


Homo sapiens 


AF3 08801 1 vacuolar protein 
sorting protein 16 


2977 


99 


2027 


gi 12 140290 


Homo sapiens 




2983 


99 


2027 


gil5553046 


Mus musculus 


Vpsl6 


2932 


97 


2028 


gi30141048 


Homo sapiens 


Nogo-66 receptor homolog- 1 


294 


100 


2028 


gi30141052 


Rattus norvegicus 


Nogo-66 receptor homolog- 1 


270 


92 


2028 


gi32351287 


Rattus norvegicus 


Nogo-66 receptor homolog 2 


149 


53 


2029 


gi202592 


Rattus norvegicus 


prealpha-2-macroglobulin 


238 


40 


2029 


gi671864 


Gallus gallus 


ovomacroglobulin, ovostatin 


230 


40 


2029 


gi671865 


Gallus gallus 


ovomacroglobulin, ovostatin 


230 


40 


2030 


gil5778556 


Homo sapiens 


AF414429_1 alpha-l-B 
glycoprotein precursor 


131 


92 


2031 


gi200057 


Mus musculus 


neuronal glycoprotein 


698 


94 


2031 


gi29837411 


Homo sapiens 


BIG-2 


554 


75 


2031 


gi563133 


Rattus norvegicus 


BIG-1 protein 


692 


94 


2032 


gil6550078 


Homo sapiens 


unnamed protein product 


763 


100 


2032 


gi28175743 


Homo sapiens 


similar to hypothetical protein 
FLJ30803 


763 


100 


2032 


gi30354720 


Mus musculus 


AI427653 protein 


756 


100 


2033 


gil6550078 


Homo sapiens 


unnamed protein product 


763 


100 


2033 


gi28 175743 


Homo sapiens 


similar to hypothetical protein 
FLJ30803 


763 


100 


2033 


gi30354720 


Mus musculus 


AI427653 protein 


756 


100 
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2034 


gi21929093 


Homo sapiens 


seven transmembrane helix 
receptor 


1711 


88 


2034 


gi24286029 


Homo sapiens 


G-protein coupled receptor 
GPR116 


6754 


97 


2034 


gi5525078 


Rattus norvegicus 


seven transmembrane receptor 


5038 


72 


2035 


gil 1917507 


Homo sapiens 


HPF1 protein 


434 


59 


2035 


sil3938351 


Homo sapiens 


AAH07307 Similar to zinc 
finger protein 268 


432 


63 


2035 


gi3 135968 


Homo sapiens 




440 


58 


2036 


2113097633 


Homo sapiens 


AAH03534 Similar to ATPase, 
Class I, type 8B, member 1 


373 


84 


2036 


ei33440008 


Homo sapiens 


possible aminophospholipid 
translocase ATP8B2 


406 


91 


2036 


gi3628757 


Homo sapiens 

-A. -A, ' A A. A. ^— * A. -A A. k-* 


FIC1 


373 


84 


2038 


gil 1558486 


Homo sapiens 


B-cell lymphom a/leukaemia 
1 1 A short form 


1314 


99 


2038 


gil2150278 


Homo sapiens 


AF080216_1 C2H2-type zinc- 
fin ser protein: EVI-9 


1197 


98 


2038 


gi30410854 


Mus musculus 




1312 


98 


2039 


ei32394378 


Homo sapiens 


f or khe ad- associated domain 
histidine-triad like protein 


1735 


94 


2039 


gi32394380 


Bos taurus 


for khe ad- associated domain 
histidine-triad like protein 


1540 


83 


2039 


si32394382 


Sus scrofa 


forkhead-associated domain 
histidine-triad like protein 


1575 - 


84 


2040 


si32394378 


Homo sapiens 


forlchead-associated domain 
histidine-triad like protein 


1735 


94 


2040 


ei32394380 


Bos taurus 


forkhead-associated domain 
histidine-triad like protein 


1540 


83 


2040 


gi32394382 


Sus scrofa 


forkhead-associated domain 
histidine-triad like protein 


1575 


84 


2041 


si32394378 


Homo sapiens 


forlchead-associated domain 
histidine-triad like protein 


1735 


94 


2041 


ei32394380 


Bos taurus 


forkhead-associated domain 
histidine-triad like protein 


1540 


83 


2041 


gi32394382 


Sus scrofa 


forkhead-associated domain 
histidine-triad like protein 


1575 


84 


2042 


gi26454883 


Homo sapiens 


hypothetical protein HSPC148 


1181 


100 


2042 


gi6523797 


Homo sapiens 


AF1 10775_1 adrenal gland 
protein AD-002 


1181 


100 


2042 


gi6841518 


Homo sapiens 


AF161497 1 HSPC148 


1178 


99 


2043 


gil4009597 


Homo sapiens 


AF282619_1 lysyl oxidase-like 
3 protein 


1569 


98 


2043 


gil4486600 


Homo sapiens 


AF3 11313 1 lysyl oxidase-like 
3 protein 


1569 


98 


2043 


gil 5 186770 


Homo sapiens 


AF284815_1 lysyl oxidase-like 
protein 


1569 


98 


2044 


gil 0834722 


Homo sapiens 


AF258588 1 PP5656 


892 


89 


2044 


gi21706836 


Mus musculus 


Gyltllb protein 


1056 


87 


2044 


gi22713410 


Homo sapiens 


GYLTL1B protein 


1205 


100 


2045 


gi7209721 


Mus musculus 


DD57 


2242 


88 


2045 


gi7209723 


Homo sapiens 


WD-repeat like sequence 


2483 


100 


2045 


gi8217485 


Homo sapiens 




2480 


99 


2046 


gil3592175 


Leishmania major 


AC084329 1 ppg3 


140 


28 


2046 


gi28828184 


Dictyostelium 


similar to Leishmania major. 


179 


28 
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discoideum 


Ppg3 






2046 


gi3873550 


S chizosaccharomyce 
s pombe 


SPBC215.13 


147 


24 


2047 


g i2 1104460 


Homo sapiens 


OK/SW-CL.19 


206 


100 


2047 


gi32425794 


Homo sapiens 


NJMU-R1 protein 


206 


100 


2047 


gi32450708 


Homo sapiens 


NJMU-R1 protein 

ST 


206 


100 


2048 


gil3277972 


Mus musculus 


phosphatidate 
cytidylyltransferase 2 

£ =1 — s£ , 


2270 


95 < 


2048 


gil9344052 


Homo sapiens 




2360 


99 


2048 


gi4 186023 


Homo sapiens 


CDS2 protein 


2360 


99 


2049 


gil7862928 


Drosophila 
melanogaster 


SD03549p 


121 


35 


2049 


si29387317 


Mus musculus 


120001 1022Rik protein 


670 


89 


2049 


gi7297878 


Drosoohila 
melanogaster 


CG14941-PA 


121 


35 


2050 


gil3562004 


Nephila 

madagascariensis 


AF350276_1 major ampullate 
spidroin 2-like protein 


251 


33 


2050 


gi7 106224 


Nephila clavipes 


flagelliform silk protein 


252 


32 


2050 


gi7 106228 


Nephila inaurata 
madagascariensis 


flagelliform silk protein 
[Nephila madagascariensis] 


277 


34 


2051 


gil2018147 


Chlamydomonas 
reinhardtii 


AF309494_1 vegetative cell 
wall protein gpl 


198 


31 


2051 


gi 15 145793 


Sus scrofa 


basic proline-rich protein 


204 


29 


2051 


gil5 145797 


Sus scrofa 


basic proline-rich protein 


200 


30 


2052 

iM \J <—J W 


eil6877193 


Homo saoiens 


AAH 1 6860 G protein-coupled 
receptor, family C, group 5, 
member C 


2320 


99 


2052 


gi30583709 


Homo sapiens 


G protein-coupled receptor, 
family C, group 5, member C 


2320 


99 


2052 


gi8 118032 


Homo sapiens 


AF207989_1 orphan G-protein 
coupled receptor 


2320 


99 


2053 


gil5679980 


Homo sapiens 


CI 14 protein 


930 


99 


2053 


gi 16769562 


Drosophila 
melanogaster 


LD38910p 


328 


47 


2053 


gi7302978 


Drosophila 
melanogaster 


CG8441-PA 


328 


47 


2054 


gi 10726751 


Drosophila 
melanogaster 


CG13623-PA 


333 


53 


2054 


gi21430012 


Drosophila 
melanogaster 


GH27470p 


333 


53 


2054 


gi7406400 


Arabidopsis thaliana 


putative protein 


317 


45 


2055 


gil3959018 


Homo sapiens 


AF361746_1 endothelial cell- 
selective adhesion molecule 


1578 


99 


2055 


gi 1399 1773 


Mus musculus 


AF361882_1 endothelial cell- 
selective adhesion molecule 


1188 


76 


2055 


gi29 165726 


Mus musculus 


Endothelial cell-selective 
adhesion molecule 


1188 


76 


2056 


gil5422171 


Homo sapiens 


22 kDa peroxisomal membrane 
protein 2 


862 


99 


2056 


gi297437 


Rattus norvegicus 


peroxisomal membrane protein 


680 


76 


2056 


gi8164184 


Homo sapiens 


22kDa peroxisomal membrane 
protein-like 


862 


99 


2057 


gill 994465 


Arabidopsis thaliana 


contains similarity to late 
embryogenesis abundant 
protein~gene__id:MLD 14. 16 


141 


39 
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2057 

Xw \J / 


si2 1326031 


Orvzias latines 


choriogenin H 


159 


35 


2057 


gi22093906 


Oryzias latipes 


AF396668_1 choriogenin H 


157 


35 


2058 


2i62877 




tvoe VI colla2en aloha- 2 
subunit preprotein 


320 

X-f \J 


42 

• X«rf 




cti'6288 1 


vj all us g,ciii cio 


tvne VT coila2en subunit 

L V L/V V X. Wv/llUgVll uUU Will l 

alt>ha2 


320 

m-/ JL* \J 


42 

■ XV 


2058 


ei62S82 


Gallus 2allus 


type VI collagen subunit 
alpha2 


320 


42 


2059 


gil7945608 


Drosophila 
mel ano 2aster 


RE26969p 


600 


60 


2059 


gi7292879 


Drosophila 
melano2aster 

JLi.1 ^VX Ml X V J*i^ W kJ b X^X 


CG1998-PA 


600 


60 


2059 


gi7292910 


Drosophila 
melanogaster 


CGI 1 162-PA 


423 


50 


2060 


ei 17066 106 

JL / vv v X \J\J 


Homo s aniens 


No vex- 3 Titin Isoform 


964 


99 


2060 


gi27696390 


Xenopus laevis 


Similar to titin 


251 


37 


2060 






mvrmin lipnt chain kinase 

111 J UJlll 11 C.111 VllUlll 1VL11UJV 


228 


35 | 


2061 


en 14089982 


1VT vp nn1 asms 
pulmonis 




143 

X. 1 *m*S 


33 


2061 


212649941 


A rch aeo 2"! obus 

X X.X vllU vvgi w U tiu 

fulgidus DSM 4304 




151 


30 


2061 


ei30180922 

Cjtwf V* JL V-l x— rx— ' 


Nitrosomonas 
eurooaea ATCC 
19718 


Aden vl ate kinase 


143 


28 


2062 


A X— ' ill \J> X— T 1 


Mus musculus 


Similar to RIKEN cDNA 
9130023G24 gene 


464 


44 


2062 


2i3002588 


Mus musculus 


Plenty of SH3s; POSH 


148 


25 


2062 


gi7453547 


Homo sapiens 


glioma tumor suppressor 
candidate region protein 1 


125 


25 


2063 


pi29477024 


]VTii<s mil Renins 


Similar to RIKEN cDNA 

k_J 111X1 Ixxx IV/ lvlli 1 /x ^1 VJ-ZllI i 

9130023G24 gene 


464 


44 


2063 


gi3002588 


Mus musculus 


Plenty of SH3s; POSH 


148 


25 


2063 


2i 745 3 5 47 


Homo ^anien 5 ? 


fflioma tumor suooressor 
candidate re2ion orotein 1 


125 


25 

xw 


2064 


si 1044 1350 


Mus musculus 

IVlMU AllVftkJ'V ViH4tJ 


olfactory UDP 
glucuronosyltransferase 


241 


70 


2064 


gi4580602 


Macaca fascicularis 


AF112112_1 UDP- 
glucuronosyltransferase 2B 1 9 
precursor 


244 


73 


2064 


gi4753766 


Homo sapiens 


UDP glucuronosyltransferase 


266 


76 


2065 


gi 13325266 


Homo sapiens 


AAH04450 hypothetical 
protein MGC2650 


796 


91 


2065 


gi3688090 


Homo sapiens 


R32611 2 


827 


100 


2065 


gi6841228 


Homo sapiens 


AF161407 1 HSPC289 


703 


84 


2066 


si 11493483 


Homo saoiens 


AF130117 48 PRO2550 


282 


56 


2066 


gi3002527 


Homo sapiens 


neuronal thread protein AD7c~ 
NTP 


497 


62 


2066 


gi32486167 


Homo sapiens 


AD7C-NTP 


497 


62 


2067 


gi 16552274 


Homo sapiens 


unnamed protein product 


276 


45 


2067 


gi57516 


Rattus rattus 


ASM 15 


437 


57 


2067 


gi7107346 


Peromyscus 
maniculatus bairdii 


H19 


280 


43 


2068 


gi20330550 


Homo sapiens 


AF251706_1 NK inhibitory 
receptor precursor 


1480 


94 


2068 


. gi30962591 


Homo sapiens 


AF375480_1 immune receptor 


1401 


93 
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expressed on myeloid cells 
splice variant 1 






2068 


gi3 1790204 


Homo sapiens 


inhibitory receptor IREM1 


1478 


94 


2069 


gi20330550 


Homo sapiens 


AF251706_1 NK inhibitory 
receptor precursor 


1480 


94 


2069 


gi30962591 


Homo sapiens 


AF375480_1 immune receptor 
expressed on myeloid cells 
splice variant 1 


1401 


93 


2069 


gi3 1790204 


Homo sapiens 


inhibitory receptor IREM1 


1478 


94 


2070 


gi20330550 


Homo sapiens 


AF251706_1 NK inhibitory 
receptor precursor 


1480 


94 


2070 


gi30962591 


Homo sapiens 


AF375480_1 immune receptor 
expressed on myeloid cells 
splice variant 1 


1401 


93 


2070 


gi3 1790204 


Homo sapiens 


inhibitory receptor IREM1 


1478 


94 


2071 


gi 18307481 


Homo sapiens 


phosphoinositide-binding 
proteins 


2206 


97 


2071 


gi27695704 


Mus musculus 


Connector enhancer of KSR2 


705 


35 


2071 


gi29691916 


Rattus norvegicus 


interactor protein for cytohesin 
exchange factors 1 


1651 


79 


2072 


gi 11493982 


Homo sapiens 


AF208232 1 TLH29 protein 
precursor 


303 


70 


2072 - 


gil5929988 


Homo sapiens 


AAH15423 Similar to TLH29 
protein precursor 


497 


100 


2072 


gi21618549 


Homo sapiens 


TLH29 protein precursor 


303 


70 


2073 


gi 11493982 


Homo sapiens 


AF208232_1 TLH29 protein 
precursor 


303 


70 


2073 


gi!5929988 


Homo sapiens 


AAH1 5423 Similar to TLH29 
protein precursor 


497 


100 


2073 


gi21618549 


Homo sapiens 


TLH29 protein precursor 


303 


70 


2074 


gil2804693 


Homo sapiens 


AAH01773 Similar to 
ribosomal protein L34 


591 


100 


2074 


gi!7932958 


Homo sapiens 


ribosomal protein L34 


591 


100 


2074 


gi20306434 


Mus musculus 


1 1 0000 1122Rik protein 


587 


99 


2075 


gil5384841 


Homo sapiens 


activating NK receptor 


738 


99 


2075 


gil5384843 


Homo sapiens 


NTB-A receptor 


754 


100 


2075 


gi20988099 


Mus musculus 


lymphocyte antigen 108 


240 


39 


2076 


gil0177621 


Arabidopsis thaliana 


phytoene dehydrogenase-like 


573 


42 


2076 


gi 17979255 


Arabidopsis thaliana 


AT5g49550/K6M13_l 0 


589 


42 


2076 


gi29028742 


Arabidopsis thaliana 


At5g49550/K6M13 10 


589 


42 


2077 


gi 14270364 


Mus musculus 


Epigen protein 


378 


71 


2077 


gi6272269 


Rattus norvegicus 


NCI protein 


122 


52 


2077 


gi7799191 


Mus musculus 


tomoregulin-1 


122 


52 


2078 


gi 14270364 


Mus musculus 


Epigen protein 


378 


71 


2078 


gi6272269 


Rattus norvegicus 


NCI protein 


122 


52 


2078 


gi7799191 


Mus musculus 


tomoregulin-1 


122 


52 


2079 


gi 14270364 


Mus musculus 


Epigen protein 


378 


71 


2079 


gi6272269 


Rattus norvegicus 


NCI protein 


122 


52 


2079 


gi7799191 


Mus musculus 


tomoregulin-1 


122 


52 


2080 


gi27469556 


Homo sapiens 


Putative neuronal cell adhesion 
molecule 


206 


34 


2080 


gi29289929 


Danio rerio 


neogenin 


176 


37 


2080 


gi3068592 


Mus musculus 


punc 


192 


35 


2081 


gi31753150 


Homo sapiens 


Ras family member Ris 


665 


65 
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2081 


gi4416181 


Mus musculus 


ES18 


1276 


84 


2081 


gi7331127 


Homo sapiens 


AF233588 1 Ris 


665 


65 


2082 


gil3 128925 


Homo sapiens 


AF304378_1 ULBP2 protein 


1312 


99 


2082 


gil8650584 


Homo sapiens 


retinoic acid early transcript 1 


1312 


99 


2082 


gi21961213 


Homo sapiens 


UL16 binding protein 2 


1312 


99 


2083 


gil3872813 


Homo sapiens 


fibulin-6 


513 


29 


2083 


gil4575679 


Homo sapiens 


AF156100 1 hemicentin 


513 


29 


2083 


gi9280405 


Homo sapiens 


AF245505 1 adlican 


1462 


46 


2084 


gil3872813 


Homo sapiens 


fibulin-6 


513 


29 


2084 


gil4575679 


Homo sapiens 


AF156100 1 hemicentin 


513 


29 


2084 


gi9280405 


Homo sapiens 


AF245505 1 adlican 


1462 


46 


2085 


gil3872813 


Homo sapiens 


fibulin-6 


513 


29 


2085 


gil4575679 


Homo sapiens 


AF156100 1 hemicentin 


513 


29 


2085 


gi9280405 


Homo sapiens 


AF245505 1 adlican 


1462 


46 


2086 


gi3041867 


Homo sapiens 


p53 


162 


96 


2086 


gi4731632 


Homo sapiens 


AF135121 1 tumor suppressor 
protein p53 


162 


96 


2086 

J-^ \J v^/ 




Homo saoiens 


AF136271__1 tumor suppressor 
protein p53 


162 


96 


2087 


ri 12240284 


Mus musculus 


AF327059 1 apolipoprotein 
A5 


1300 


72 


2087 


Ri6707433 


Homo sapiens 


AF202889 1 apolipoprotein 
A5 


1864 


100 


2087 


ei6707435 


Homo sapiens 


AF202890 1 apolipoprotein 
A5 


1864 


100 


2088 


gi 12240284 


Mus musculus 


AF327059 1 apolipoprotein 
A5 


1300 


72 


2088 


gi6707433 


Homo sapiens 


AF202889 1 apolipoprotein 
AS 


1864 


100 


2088 


gi6707435 


Homo sapiens 


AF202890 1 apolipoprotein 
A5 


1864 


100 


2089 


gil3111784 


Homo sapiens 


AAH03081 hypothetical 
protein FLJ 10637 


1509 


99 


2089 


gi 13543037 


Mus musculus 


4933424B01Rik protein 


958 


80 


2089 


gi 14249965 


Homo sapiens 


AAH08368 hypothetical 
protein FLJ10637 

Jr 


1513 


100 


2090 


gi 19344001 


Homo sapiens 


phospholipase A2, group IID 


846 


99 


2090 


gi5771420 


Homo sapiens 


AF112982_1 group IID 
secretory phospholipase A2 


852 


100 


2090 


gi6453793 


Homo sapiens 


AF1 88625 1 phospholipase 
A2 


846 


99 


2091 


gi 1674069 


Mycoplasma 
pneumoniae 


3 OK adhesin-related protein 


132 


35 


2091 


gi 1684932 


Mycoplasma 
pneumoniae 


adhesin protein 


132 


35 


2091 


gi5 114063 


Mycoplasma 
pneumoniae 


AF090172_1 revertant 
adhesin-related protein P30 


128 


35 


2092 


gill094019 


Homo sapiens 


AF305057 2 RTS beta 


2047 


94 


2092 


gill50421 


Homo sapiens 


rTSbeta 


2053 


94 


2092 


gil2654883 


Homo sapiens 


AAH01285 rTS beta protein 


2053 


94 


2094 


gi 13432042 


Homo sapiens 


integrin-linked kinase- 
associated serine/threonine 
phosphatase 2C 


2018 


100 


2094 


gil6306907 


Homo sapiens 


AAH06576 integrin-linked 


2018 


100 
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kinase-associated 
serine/threonine phosphatase 
2C 






2094 


gi20072498 


Mus musculus 


0710007A14Rik protein 


1935 


95 


2095 


gi 18490682 


Homo sapiens 


fibulin 1 


281 


37 


2095 


gi28175169 


Mus musculus 


1300015B04Rik protein 


589 


74 


2095 


gi31419 


Homo sapiens 


fibulin- 1 C 


281 


37 


2096 


gi 18480746 


Mus musculus 


olfactory receptor MOR261-10 


1336 


80 


2096 


gi21928655 


Homo sapiens 


seven transmembrane helix 
receptor 


1427 


90 


2096 


ei32052225 


Mus musculus 


olfactory receptor 
GA x6K02T2P3E9-434 1 246- 
4340281 


1336 


80 


2097 


gi 18480746 


Mus musculus 


olfactory receptor MOR261-10 


1336 


80 


2097 


gi21 928655 


Homo sapiens 


seven transmembrane helix 
receptor 


1427 


90 


2097 


gi32052225 


Mus musculus 


olfactory receptor 
GA x6K02T2P3E9-4341246~ 
4340281 


1336 


80 


2098 


gi4760780 


Mus musculus 


Ten-m3 


401 


95 


2098 


gi5307761 


Danio rerio 


ten-m3 


347 


80 


2098 


gi6760369 


Mus musculus 


AF 1954 18 1 ODZ3 


401 


95 


2099 


gi2 1205 852 


Homo sapiens 


AF385429_1 T-cell activation 
Rho GTPase activating protein; 
TA-GAP 


989 


100 


2099 


gi21410139 


Mus musculus 


T-cell activation Rho GTPase- 
activating protein 


813 


82 


2099 


gi24980955 


Mus musculus 


T-cell activation Rho GTPase- 
activating protein 


813 


82 


2100 


gi 1872200 


Homo sapiens 


alternatively spliced product 
using exon 13A 


242 


58 


2100 


gi3002527 

<— * 


Homo sapiens 


neuronal thread protein AD7c- 
NTP 


283 


59 


2100 


gi32486167 


Homo sapiens 


AD7C-NTP 


283 


59 


2101 


gi 1872200 


Homo sapiens 


alternatively spliced product 
using exon 13A 


242 


58 


2101 


gi3002527 


Homo sapiens 


neuronal thread protein AD7c- 
NTP 


283 


59 


2101 


gi32486167 


Homo sapiens 


AD7C-NTP 


283 


59 


2102 


gi20196856 


Arabidopsis thaliana 


putative myosin heavy chain 


387 


47 


2102 


gi3 142302 


Arabidopsis thaliana 


Z34293 from A. thaliana. 


389 


47 


2102 


gi532124 


Dictyostelium 
discoideum 


myosin IC 


388 


46 


2103 


gi20196856 


Arabidopsis thaliana 


putative myosin heavy chain 


387 


47 


2103 


gi3 142302 


Arabidopsis thaliana 


Z34293 from A. thaliana. 


389 


47 


2103 


gi532124 


Dictyostelium 
discoideum 


myosin IC 


388 


46 


2104 


gi29564894 


Homo sapiens 


unnamed protein product 


174 


39 


2104 


gi3002527 


Homo sapiens 


neuronal thread protein AD7c- 
NTP 


174 


39 


2104 


gi32486167 


Homo sapiens 


AD7C-NTP 


174 


39 


2105 


gi2 1265 163 


Homo sapiens 




1893 


95 


2105 


gi7248845 


Homo sapiens 


AF231124 1 testican-1 


1893 


95 


2105 


gi793845 


Homo sapiens 


testican 


1893 


95 


2106 


gi 12804465 


Homo sapiens 


AAH01639 prostate cancer 


686 


66 
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overexpressed gene 1 






2106 


gi203 80774 


Homo sapiens 




1098 


99 


2106 


gi3462515 


Homo sapiens 


PB39 


686 


66 


2107 


gil2804465 


Homo sapiens 


AAH01639 prostate cancer 
overexpressed gene 1 


686 


66 


2107 


gi203 80774 


Homo sapiens 




1098 


99 


2107 


gi3462515 


Homo sapiens 


PB39 


686 


66 


2108 


gil7391348 


Homo sapiens 


AAH18615 Similar to brain 
expressed, X-linked 1 


664 


100 


2108 


gi7689029 


Homo sapiens 


AF220189_1 uncharacterized 
hypothalamus protein HBEX2 


664 


100 


2108 


gi9963771 


Homo sapiens 


AF183416_1 ovarian granulosa 
cell 13.0 kDa protein hGR74 
homolog 


664 


100 


2109 


gi26353296 


Mus musculus 


unnamed protein product 


711 


76 


2109 


gi28799187 


Homo sapiens 


unnamed protein product 


1463 


98 


2109 


gi30908853 


Homo sapiens 


synleurin 


1463 


98 


2111 


ei20988071 


Mus musculus 


260001 lE07Rik protein 


445 


89 


2111 


gi23274133 


Homo sapiens 


Similar to serine/arginine 
repetitive matrix 1 


161 


27 


2111 


gi3153821 


Mus musculus 


plenty- of~prolines- 101; 
POP 101; SH3-philo-protein 


164 


30 


2112 


gi9651079 


Macaca fascicularis 


hypothetical protein 


291 


75 


2113 


gi 12408272 


Homo sapiens 


apolipoprotein L-IV splice 
variant a 


1726 


99 


2113 


gil2408286 


Homo sapiens 


apolipoprotein L-IV splice 
variant a 


1726 


99 


2113 


gil3374351 


Homo sapiens 


AF305226 1 apolipoprotein 
L4 


1709 


98 


2114 


gil2408272 


Homo sapiens 


apolipoprotein L-IV splice 
variant a 


1726 


99 


2114 


gil2408286 


Homo sapiens 


apolipoprotein L-IV splice 
variant a 


1726 


99 


2114 


gi!3374351 


Homo sapiens 


AF3 05226 1 apolipoprotein 
L4 


1709 


98 


2115 


gi2 1744725 


Homo sapiens 


AF478693_1 glycosyl- 
phosphatidyl-inositol-MAM 


717 


97 


2115 


ei25005318 


Sus scrofa 


MAM domain containine 

A V JL A >Kk J. V A. ^* A A A A A A AAV %* m A A A A A A Mm% 

glycosylphosphatidylinositol 
anchor 1 


672 


91 


2115 


gi25005320 


Sus scrofa 


glycosylphosphatidylinositol 
anchor 1 protein 

*«* A A M. A. A JL, m^JL. \/ Will 


672 


91 


2116 


gi2 1744725 


Homo sapiens 


AF478693„1 glycosyl- 
phosphatidyl- inositol- MAM 

IJ* A A A A v ^ W A *ferA T A AAA fc-* A v A A ™ M ^ JW A T -A 


717 


97 


2116 


gi25005318 


Sus scrofa 


MAM domain containing 
glycosylphosphatidylinositol 
anchor 1 


672 


91 


2116 


gi25005320 


Sus scrofa 


glycosylphosphatidylinositol 
anchor 1 protein 


672 


91 


2117 


gi 16769264 


Drosophila 
melanogaster 


LD21615p 


219 


40 


2117 


gi7290426 


Drosophila 
melanogaster 


CG2875-PB 


219 


40 


2117 


gi7290427 


Drosophila 
melanogaster 


CG2875-PA 


219 


40 



WO 2004/080148 



PCT7US2003/030720 



259 
TABLE 2 B 



SEQJD 


HitJD 


Species 


Description 


Sjscore 


Percentage_ 
Identity 


2118 


gi23273399 


Homo sapiens 




963 


100 


2118 


gi25059032 


Mus musculus 




686 


72 


2118 


gi28385965 


Mus musculus 


Similar to phospholipase A2 


488 


77 


2119 


gi23273399 


Homo sapiens 




963 


100 


2119 


gi25059032 


Mus musculus 




686 


72 


2119 


gi28385965 


Mus musculus 


Similar to phospholipase A2 


488 


77 


2120 


gil3562004 


Nephila 

madagascariensis 


AF350276 1 major ampullate 
spidroin 2-like protein 


228 


27 


2120 


gil3562008 


Nephila 

madagascariensis 


AF350278_1 major ampullate 
spidroin 2 


238 


29 


2120 


gil59714 


Nephila clavipes 


dragline silk fibroin 


??4 


29 


2121 


gil3161409 


Mus musculus 


family 4 cytochrome P450 


445 


76 


2121 


gil3 182964 


Mus musculus 


AF233643 1 cytochrome P450 
CYP4F13 


191 


38 


2121 


gil3278244 


Mus musculus 


cytochrome P450, family 4, 
subfamily f, polypeptide 13 


191 


38 


2122 


gil0944887 


Homo sapiens 


FGFR-like protein 


1858 


97 


2122 


gil3183618 


Homo sapiens 


AF3 12678_1 FGF homologous 
factor receptor 


1807 


96 


2122 


gi 13 447749 


Homo sapiens 


AF279689 1 fibroblast growth 
factor receptor 5 


1858 


97 


2123 


gil0944887 


Homo sapiens 


FGFR-like protein 


1858 


97 


2123 


gi!3183618 


Homo sapiens 


AF312678_1 FGF homologous 
factor receptor 


1807 


96 


2123 


g i 13447749 


Homo sapiens 


AF279689_1 fibroblast growth 
factor receptor 5 


1858 


97 


2124 


gil0944887 


Homo sapiens 


FGFR-like protein 


1858 


97 


2124 


gil3183618 


Homo sapiens 


AF312678__1 FGF homologous 
factor receptor 


1807 


96 


2124 


gi 13447749 


Homo sapiens 


AF279689_1 fibroblast growth 
factor receptor 5 


1858 


97 


2125 


gi 12667454 


Rattus norvegicus 


AF336858 1 synaptotagmin 
VITc 


949 


88 


2125 


gi 12667456 


Rattus norvegicus 


AF336859 1 synaptotagmin 
Vlld 


949 


88 


2125 


gi 12667458 


Rattus norvegicus 


AF336860 1 synaptotagmin 
Vile 


949 


88 


2126 


gil2053709 


Homo sapiens 


with thrombospondin type 1 
motif, 12 


1143 


98 


2126 


gi278 17773 


Mus musculus 


metalloprotease disintegrin 12 
protein 


873 


76 


2126 


gi5923788 


Homo sapiens 


AF140675_1 zinc 
metalloprotease ADAMTS7 


271 


39 


2127 


gil 1493982 


Homo sapiens 


AF208232_1 TLH29 protein 
precursor 


303 


70 


2127 


gil5929988 


Homo sapiens 


AAH15423 Similar to TLH29 
protein precursor 


497 


100 


2127 


gi21618549 


Homo sapiens 


TLH29 protein precursor 


303 


70 


2128 


gil7391206 


Mus musculus 


RIKEN cDNA 2210412D01 


1267 


99 


2128 


gi23468210 


Homo sapiens 


Similar to CGI-67 protein 


1096 


81 


2128 


gi9368522 


Homo sapiens 


CGI-67 protein 


1267 


99 


2129 


gil7391206 


Mus musculus 


RIKEN cDNA 22 1 04 1 2D0 1 


1267 


99 


2129 


gi23468210 


Homo sapiens 


Similar to CGI-67 protein 


1096 


81 


2129 


gi9368522 


Homo sapiens 


CGI-67 protein 


1267 


99 | 
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2130 


gi20071312 


Mus musculus 


4933425F03Rik protein 


614 


85 


2130 


gi33391740 


Homo sapiens 


MGC45780 


426 


96 


2130 


gi735 


Bos taurus 


scavenger receptor type I 


336 


51 


2131 


gi20071312 


Mus musculus 


4933425F03Rik protein 


614 


85 


2131 


gi33391740 


Homo sapiens 


MGC45780 


426 


96 


2131 


gi735 


Bos taurus 


scavenger receptor type I 


336 


51 


2132 


gi5870866 


Homo sapiens 


TATA element modulatory 
factor 


4531 


99 


2132 


gi6650548 


Rattus norvegicus 


AF107843_1 TATA element 
modulatory factor 


2583 


82 


2132 


gi7290766 


Drosophila 
melanogaster 


CG4557-PA 


692 


25 


2133 


gi 1020 145 


Homo sapiens 


DNA binding protein 


1483 


43 


2133 


gil 8643896 


Homo sapiens 


zinc finger protein 


1486 


43 


2133 


gi29476835 


Homo sapiens 




1486 


43 


2134 


gil6198520 


Homo sapiens 


Sac char omyces cerevisiae 
Nip7p homolog 


944 


100 


2134 


gi4680713 


Homo sapiens 


AF 132971 1 CGI-37 protein 


944 


100 


2134 


gi5 114055 


Homo sapiens 


HSPC031 


944 


100 


2135 


gi23274241 


Homo sapiens 


KIAA1892-like 


563 


86 


2135 


gi26332114 


Mus musculus 


unnamed protein product 


577 


89 


2135 


gi26345386 


Mus musculus 


unnamed protein product 


577 


89 


2136 


gil5620885 


Homo sapiens 


KIAA1913 protein 


1627 


99 


2136 


gi26339494 


Mus musculus 


unnamed protein product 


1480 


90 


2136 


gi28279830 


Homo sapiens 


KIAA1 913 protein 


1598 


99 


2137 


gil 000448 


Rattus norvegicus 


Rat kidney AGT2 precursor 


1578 


84 


2137 


gil 2406973 


Homo sapiens 


al anine- gl y oxyl ate 
aminotransferase 2 


1865 


98 


2137 


gil944136 


Rattus norvegicus 


beta-alanine-pyruvate 
aminotransferase 


1625 


85 


2138 


gil 000448 


Rattus norvegicus 


Rat kidney AGT2 precursor 


1578 


84 


2138 


gil 2406973 


Homo sapiens 


alanine-glyoxylate 
aminotransferase 2 


1865 


98 


2138 


gil 944 136 


Rattus norvegicus 


beta-alanine-pyruvate 
aminotr ansf er as e 


1625 


85 


2139 


gi29436673 


Mus musculus 


1700049K14Rik protein 


648 


100 


2139 


gi4204421 


Euroglyphus maynei 


group 3 allergen Eur m 3 0101 
precursor 


212 


40 


2139 


gi5441861 


Paraliehthys 
olivaceus 


chymotrypsinogen 2 


210 


36 


2140 


gil7985046 


Brucella melitensis 
16M 


GLYCOSYL TRANSFERASE 


130 


28 


2140 


gi205 15259 


Thermoanaerobacter 
tengcongensis 


predicted gl yc os yltr ansf erases 


133 


32 


2140 


gi4455730 


Streptomyces 
coelicolor A3 (2) 


putative transferase 


140 


32 


2141 


gil 3649477 


Homo sapiens 


AF250309_1 putative cytokine 
receptor CRL4 precusor 


2694 


100 


2141 


gi30584223 


synthetic construct 


Homo sapiens interleukin 17B 
receptor 


2694 


100 


2141 


gi9246433 


Homo sapiens 


AF208110_1 IL-17 receptor 
homolog precursor 


2688 


99 


2142 


gil 8676472 


Homo sapiens 


FLJ00133 protein 


855 


76 


2142 


gi29568116 


Mus musculus 


secreted protein SST3 


725 


64 
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2142 


gi499686 


Heliocidaris 
erythrogramma 


fibropellin la 


390 


40 


2143 


gil6588687 


Homo sapiens 


AF315687_1 S- 
adenosylhomocysteine 
hydrolase-like protein 


147 


100 


2143 


gi27692283 


Mus musculus 


S-adenosylhomocysteine 
hydrolase-like 1 


147 


100 


2143 


gi2852125 


Homo sapiens 


S-adenosyl homocysteine 
hydrolase homolog 


147 


100 


2144 


gil6740861 


Homo sapiens 


AAH 16292 ubiquitin- 
conjugating enzyme E2C 


521 


66 


2144 


ei29791813 


Homo sapiens 


Ubiquitin-conjugating enzyme 
E2C, isoform 1 


521 


66 


2144 


gi30583439 


Homo sapiens 

IT 


ubiquitin-conjugating enzyme 
E2C 


521 


66 


2145 


gi20086516 


Homo sapiens 


AF245303_1 prominin-2 
variant A 


2480 


91 


2145 


gi20086518 


Homo sapiens 


AF245304_1 prominin-2 
variant B 


2480 


91 


2145 


gi24637566 


Rattus norvegicus 


prominin-2 


1876 


68 


2146 


gi29351676 


Homo sapiens 


Angiopoietin-like 5 


1310 


99 


2146 


gi29468510 


Homo sapiens 


putative fibrinogen-like protein 


1305 


99 


2146 


gi9229906 


Ciona intestinalis 


fibrinogen-like protein 


392 


39 


2147 


gi29351676 


Homo sapiens 


Angiopoietin-like 5 


1310 


99 


2147 


gi29468510 


Homo sapiens 


putative fibrinogen-like protein 


1305 


99 


2147 


gi9229906 


Ciona intestinalis 


fibrinogen-like protein 


392 


39 


2148 


gi29351676 


Homo sapiens 


Angiopoietin-like 5 


1310 


99 


2148 


gi29468510 


Homo sapiens 


putative fibrinogen-like protein 


1305 


99 


2148 


gi9229906 


Ciona intestinalis 


fibrinogen-like protein 


392 


39 


2150 


gil3543706 


Homo sapiens 


AAH06003 


349 


100 


2150 


gi20988061 


Mus musculus 


1810013D10Rik protein 


333 


92 


2150 


gi21619079 


Homo sapiens 




349 


100 


2151 


gi 11493652 


Homo sapiens 


AF200708_1 calcium channel 
blocker resistance protein 
CCBR1 


2168 


100 


2151 


gi 13 924720 


Homo sapiens 


AF252872 1 cystine/glutamate 
transporter xCT 


2168 


100 


2151 


gil5082352 


Homo sapiens 


AAH 12087 member 11 


2168 


100 


2152 


gi 180432 14 


Mus musculus 


serine/arginine-rich protein 
specific kinase 2 


132 


67 


2152 


gi23270876 


Homo sapiens 


Similar to SFRS protein kinase 


132 


67 


2152 


gi3406050 


Homo sapiens 


serine kinase SRPK2 


132 


67 


2153 


gi22 164066 


Homo sapiens 


AF3 88385 1 neuroblastoma- 
amplified protein 


4284 


99 


2153 


gi30353863 


Homo sapiens 


NAG protein 


4298 


99 


2153 


gi4337460 


Homo sapiens 


neuroblastoma-amplified 
protein 


4272 


99 


2154 


gi22164066 


Homo sapiens 


AF388385JL neuroblastoma- 
amplified protein 


4284 


99 


2154 


gi30353863 


Homo sapiens 


NAG protein 


4298 


99 


2154 


gi4337460 


Homo sapiens 


neuroblastoma-amplified 
protein 


4272 


99 


2155 


gil008367 


Saccharomyces 
cerevisiae 


CPS1 


131 


48 
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"2155 


ei3594 


SJ a roll arnm vces 
cerevisiae 


carboxvoeptidase s 


131 


48 


2155 


ei3596 


Saccharomvces 

UUvvi 1LU will Y WWkJ 

cerevisiae 


carboxypeptidase yscS 


131 


48 


2156 


gi 11558029 


Homo sapiens 


organic cation transporter 


1876 


100 


2156 


eil8088251 


Homo sapiens 


AAH20565 Similar to hBOIT 
for potent brain type organic 
ion transporter 


1838 


95 


2156 


gi9663117 


Homo sapiens 


organic cation transporter 


1868 


99 


2157 


ei21732438 


Homo saoiens 


hypothetical protein 


567 


100 


2157 


ei26330392 


Mus musculus 

Ifl U+LJ 111 14- w W U-l V* Vp> 


unnamed protein product 


486 


85 


2157 


ei2639021 1 


Mus musculus 


unnamed protein product 


486 


85 


2158 


ei23893591 


Human heroes virus 4 

X JL VilllLill 11V1 ^mf W V -A L. V»+ L_7 | 


BHLF1 early reading frame 


169 


28 


2158 


ei30844300 


Cercooithecine 

^ / vi \j nivviiAv 

herpesvirus 1 


immediate earlv protein ICP0 


166 


23 


2158 


gi30844317 


Cercopithecine 
heroesvirus 1 


immediate early protein ICP0 


166 


23 


2159 


si27804346 


Homo sapiens 


BRJD4-NUT fusion 
oncoprotein 


3773 


99 


2159 


gi3 115204 


Homo sapiens 


HUNKI 


3787 


99 


2159 


gi3 184498 


Homo sapiens 


R31546 1 


3837 


99 


2160 


gi 15420832 


Homo sapiens 


AF397394 1 NOE3-3 


535 


96 


2160 


gi 15420834 


Homo sapiens 


AF397395 1 NOE3-4 


535 


96 


2160 


gi 18490927 


Homo sapiens 


olfactomedin 3 


531 


95 


2161 


gi22209078 


Homo sapiens 


hypothetical protein 
DKFZp566D234 


773 


98 


2161 


gi6330966 


Homo sapiens 


KIAA1263 protein 


773 


98 


2161 


d6808053 


Homo saniens 

X Avlllv OtipivlliJ 


hvDothetical nrotein 


766 


97 


2162 


m 12654031 


Homo saniens 

x lull i oupi viio 


AAH00819 Similar to CG6950 

1 XX XX X V -L 1111 llvil LV %_/ _* Vp^ 

gene product 


158 


93 


2162 


m21707106 


Homo saoiens 




120 


56 


2162 


gi758591 


Homo sapiens i 


glutamine— phenylpyruvate 
aminotransferase 


120 


56 


2163 


2i21666433 


Mus musculus 


AF404775 1 actin-bindins 
LIM protein 1 medium isoform 


302 


54 


2163 

XW X \_r 


ei2337952 


Homo saoiens 


actin-bindine double-zinc- 

M V J-l LJ 7 JL± Jki %*aJLJL "^p* *W JL ^» lAA ■LV 

finger protein 


303 


54 


2163 


ei30259308 


Mus musculus 

1T1 WfrLJ lllUiUV Ul W^LJ 


actin-bindins LIM protein 2 

IL^klta/ Vill L/ll X \A11 X ma JL / JL IT 1 hpr A ^ ^p* X X X ^py 


498 


79 


2164 


212062399 


Rattus uorveoicus 

IVbiLbUkJ 11U1 V vClVUu 


nrotein serine/threonine kinase 

k> 1 Vvwlll LJ wi 111V/ Ull W11111V iviiiwuw 

CPG16 


404 


50 


2164 


gi6716518 


Mus musculus 


AF1551 doublecortin-like 
kinase 


404 


50 


2164 


gi67 16522 


Mus musculus 


AF155821 1 CPG16 


404 


50 


2165 


ei2062399 


Rattus norvepiciis 


nrotein serine/threonine kinase 

L."X Vj'lVllJl O Vp/X 111 w / Ull \JU11111V 1V111UUV 

CPG16 


404 


50 


2165 


gi6716518 


Mus musculus 


AF1 55 1 doublecortin-like 
kinase 


404 


50 


2165 


gi6716522 


Mus musculus 


AF155821 1 CPG16 


404 


50 


2166 


gil3436035 


Mus musculus 


prostaglandin E synthase 2 


1321 


87 


2166 


gi29 179467 


Danio rerio 


Similar to prostaglandin E 
synthase 2 


988 


66 


2166 


gi9280108 


Macaca fascicularis 


membrane-associated 
prostaglandin E synthase-2 


1449 


97 


2167 


gil2805247 


Mus musculus 


Complement component 1, q 
subcomponent, alpha 


955 


70 
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polypeptide 






2167 


gi20988805 


Homo sapiens 


complement component 1, q 
subcomponent, alpha 
polypeptide 


1318 


100 


2167 


gi4894854 


Homo sapiens 


AF135157 1 complement Clq 
A chain precursor 


1318 


100 


2168 


gil491621 


Bovine herpesvirus 1 


UL36 


126 


38 


2168 


gil5145795 


Sus scrofa 


basic proline-rich protein 


123 


38 


2168 


gi2653311 


Bovine herpesvirus 
type 1.1 (strain 
Cooper) 




126 


38 


2169 


ei2 170745 8 


Homo sapiens 


PAX transcription activation 
domain interacting protein 1 
like 


2470 


81 


2169 


gi2565046 


Homo sapiens 


CAGF28 


3770 


97 


2169 


gi4336734 


Mus musculus 


Pax transcription activation 
domain interacting protein PTIP 


2945 


70 


2170 


gi2 170745 8 


Homo sapiens 


PAX transcription activation 
domain interacting protein 1 
like 


2470 


81 


2170 


gi2565046 


Homo sapiens 


CAGF28 


3770 


97 


2170 


gi4336734 


Mus musculus 


Pax transcription activation 
domain interacting protein PTIP 


2945 


70 


2171 


gi32488718 


Oryza sativa 
(japonica cultivar- 
group) 


OSJNBa0088H09.19 


121 


41 


2172 


gi26353296 


Mus musculus 


unnamed protein product 


711 


76 


2172 


gi28799187 


Homo sapiens 


unnamed protein product 


1463 


98 


2172 


gi30908853 


Homo sapiens 


synleurin 


1463 


98 


2173 


gil3991167 


Homo sapiens 


sialic acid-binding 
immunoglobulin-like lectin-like 
long splice variant 


1231 


99 


2173 


gi 14625 822 


Homo sapiens 


AF282256 1 Siglec-Ll 


1231 


99 


2173 


gi23272769 


Homo sapiens 


SIGLEC-like 1 


1231 


99 


2174 


gil3435476 


Mus musculus 


DNA segment, Chr 10, 
University of California at Los 
Angeles 1 


1206 


91 


2174 


gi28279553 


Danio rerio 


Similar to DNA segment, Chr 
10, University of California at 
Los Angeles 1 


865 


69 


2174 


gi29 144983 


Mus musculus 


DNA segment, Chr 6, ERATO 
Doi 253, expressed 


668 


67 


2175 


gi27924102 


Mus musculus 


23 10075M15Rik protein 


944 


68 


2175 


gi29436830 


Mus musculus 


23 10075M15Rik protein 


944 


68 


2175 


gi6273399 


Homo sapiens 


AF200348_1 melanoma- 
associated antigen MG50 


940 


67 


2176 


gi27924102 


Mus musculus 


2310075M15Rik protein 


944 


68 


2176 


gi29436830 


Mus musculus 


2310075M15Rik protein 


944 


68 


2176 


gi6273399 


Homo sapiens 


AF200348_1 melanoma- 
associated antigen MG50 


940 


67 


2177 


gi27924102 


Mus musculus 


2310075M15Rik protein 


944 


68 


2177 


gi29436830 


Mus musculus 


23 10075M15Rik protein 


944 


68 


2177 


gi6273399 


Homo sapiens 


AF200348_1 melanoma- 
associated antigen MG50 


940 


67 


2178 


gil 1493483 


Homo sapiens 


AF130117 48 PRO2550 


220 


56 
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2178 


gi 1872200 


Homo sapiens 

■ 


alternatively spliced product 
using exon 13A 


220 


51 


2178 


gi8572229 


Homo sapiens 


ubiquitous TPR-motif protein 
Y isoform 


217 


53 


2179 


gi6808611 


Homo sapiens 


AF204231_1 88-kDaGolgi 
protein 


3209 


97 


2179 


gi6969980 


Homo sapiens 


AF163441__1 golgin67 


2339 


98 


2179 


gi72 11438 


Homo sapiens 


AF164622__1 golgin-67 


2321 


97 


2180 


eil5030299 


Mus musculus 


protein kinase, cAMP 
dependent regulatory, type I 
beta 


1881 


94 


2180 


gi200365 


Mus musculus 


cAMP- dependent protein 
kinase regulatory subunit 


1886 


94 


2180 


gi307377 


Homo sapiens 


c AMP -dependent protein 
kinase Rl-beta regulatory 
subunit 


1957 


99 


2181 


gi 10945428 


Homo sapiens 


membrane-associated 
guanylate kinase MAGI3 


156 


41 


2181 


gil2003994 


Homo sapiens 


AF213259 1 membrane- 
associated guanylate kinase- 
related MAGI-3 


156 


41 


2181 


gi7650497 


Rattus norvegicus 


AF255614 1 scaffolding 
protein SLIPR 


156 


41 


2182 


gi 1845577 


Mus musculus 


-lipoxygenase 


2559 


74 


2182 


gi30047223 


Mus musculus 


Arachidonate lipoxygenase, 
epidermal 


2557 


74 


2182 


gi3645913 


Mus musculus 


-lipoxygenase 


2559 


74 


2183 


gil845577 


Mus musculus 


-lipoxygenase 


2559 


74 


2183 


gi30047223 


Mus musculus 


Arachidonate lipoxygenase, 
epidermal 


2557 


74 


2183 


gi3645913 


Mus musculus 


-lipoxygenase 


2559 


74 


2184 


gi 1845577 


Mus musculus 


-lipoxygenase 


2559 


74 


2184 


gi30047223 


Mus musculus 


Arachidonate lipoxygenase, 
epidermal 


2557 


74 


2184 


gi3645913 


Mus musculus 


-lipoxygenase 


2559 


74 


2185 


gil0439485 


Homo sapiens 


unnamed protein product 


481 


87 


2185 


gil2853469 


Mus musculus 


unnamed protein product 


395 


62 


2185 


gil 8027736 


Homo sapiens 


AF3 18322 1 unknown 


330 


50 


2186 


gil4198207 


Mus musculus 


hypothetical protein BC008163 


1599 


98 


2186 


gi 19343692 


Homo sapiens 




1625 


100 


2186 


gi7294965 


Drosophila 
melanogaster 


CG4452-PA 


615 


40 


2192 


gi22209089 

*— * 


Homo sapiens 


Similar to vesicular inhibitory 
amino acid transporter 


308 


98 


2192 


gi30354125 


Mus musculus 


Viaat protein 


308 


98 


2192 


gi3 1566392 


Homo sapiens 


Vesicular inhibitory amino acid 
transporter 


308 


98 


2193 


gi22507470 


Mus musculus 


AI413481 protein 


997 


92 


2193 


gi3097285 


Rattus norvegicus 


ZOG 


481 


48 


2193 


gi802014 


Rattus norvegicus 


preadipocyte factor 1 


481 


48 


2194 


gil4S8314 


Homo sapiens 


hepatitis delta antigen 
interacting protein A 


442 


49 


2194 


gil8088059 


Mus musculus 


E030025D05Rik protein 


1622 


83 


2194 


gi6624073 


Homo sapiens 


AC007743_1 similar to 
hepatitis delta antigen 


1903 


94 
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interacting protein A 






2195 


gil4250638 


Homo sapiens 


AAH08783 Similar to DNA 
segment, Chr 17, human 
D6S54E 


1886 


99 


2195 


gi3941733 


Mus musculus 


AAC82476 BAT4 


1453 


76 


2195 


gi4337106 


Homo sapiens 


AAD 18082 BAT4 


1886 


99 


2196 


gil5277895 


Homo sapiens 


AAH12939 Similar to 
cardiotrophin-like cytokine; 
neurotrophin- 1/B-cell 
stimulating factor-3 


1226 


100 


2196 


gil6356643 


Homo sapiens 


cardiotrophin-like cytokine 


1226 


100 


2196 


gi6007643 


Homo sapiens 


neurotrophin- 1/B-cell 
stimulating factor-3 


1226 


100 


2197 


gil5982236 


Mus musculus 


putative methionyl 
aminopeptidase 


1069 


92 


2197 


gi23306398 


Arabidopsis thaliana 


, putative 


739 


50 


2197 


gi24899771 


Arabidopsis thaliana 


, putative 


739 


50 


2198 


gil3592175 


Leishmania major 


AC084329_1 ppg3 


196 


24 


2198 


gi28828184 


Dictyostelium 
discoideum 


similar to Leishmania major. 
Ppg3 


180 


24 


2198 


gi5420387 


Leishmania major 


proteophosphoglycan 


202 


24 


2199 


gil9387136 


Homo sapiens 


AF479748_1 PYRIN- 
containing APAFl-like protein 
5 


4151 


91 


2199 


gi2 14 10402 


Mus musculus 


PYRIN-containing APAFl-like 
protein 5 


1191 


54 


2199 


gi28436366 


Homo sapiens 


NALP6 


4151 


91 


2200 


gil 1321325 


Homo sapiens 


AF3 11862 1 Lin-7b 


684 


98 


2200 


gi20381193 


Homo sapiens 


Lin-7b protein; likely ortholog 
of mouse LIN-7B; mammalian 
LIN-7 protein 2 


684 


98 


2200 


gi3885828 


Rattus norvegicus 


lin-7-A 


673 


96 


2201 


gil 4349 125 


Homo sapiens 


alpha2-glucosyltransferase 


567 


97 


2201 


gi32490259 


Oryza sativa 
(japonica cultivar- 
group) 


OSJNBb0116K07.1 


181 


46 


2201 


gi35 13451 


Rattus norvegicus 


potassium channel regulator 1 


549 


96 


2202 


gil3325140 


Homo sapiens 


AAH04383 


2693 


100 


2202 


gi35768 


Homo sapiens 


polypirimidine tract binding 
protein 


2693 


100 


2202 


gi35774 


Homo sapiens 




2693 


100 


2203 


gi21522776 


Homo sapiens 


unnamed protein product 


2998 


98 


2203 


gi24047224 


Homo sapiens 


Similar to EGF-like-domain, 
multiple 6 


2982 


98 


2203 


gi6752658 


Homo sapiens 


AF1 86084 1 epidermal growth 
factor repeat containing protein 


2984 


98 


2204 


gi2 1522776 


Homo sapiens 


unnamed protein product 


2998 


98 


2204 


gi24047224 


Homo sapiens 


Similar to EGF-like-domain, 
multiple 6 


2982 


98 


2204 


gi6752658 


Homo sapiens 


AF186084_1 epidermal growth 
factor repeat containing protein 


2984 


98 


2205 


gil 1385648 


Homo sapiens 


AF273045_1 CTCL tumor 
antigen sel4-3 


3622 


95 


2205 


gil79S0969 


Homo sapiens 


AF454056 1 sel4-3r protein 


3858 


95 


2205 


gi29 165763 


Mus musculus 


363 2413B07Rik protein 


3261 


75 
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2206 


gil 1385648 


Homo sapiens 


AF273045_1 CTCL tumor 
antigen sel4-3 


3622 


95 


2206 


gil7980969 


Homo sapiens 


AF454056_1 sel4-3r protein 


3858 


95 


2206 


gi29 165763 


Mus museums 


3632413B07Rik protein 


3261 


75 


2207 


gil 1385648 


Homo sapiens 


AF273045_1 CTCL tumor 
antigen sel4-3 


3622 


95 


2207 


gil7980969 


Homo sapiens 


AF454056„1 sel4-3r protein 


3858 


95 


2207 


gi29165763 


Mus musculus 


3632413B07Rik protein 


3261 


75 


2208 


gill385648 


Homo sapiens 


AF273045_1 CTCL tumor 
antigen sel4-3 


3622 


95 


2208 


gil7980969 


Homo sapiens 


AF454056_1 sel4-3r protein 


3858 


95 


2208 


gi29 165763 


Mus musculus 


3632413B07Rik protein 


3261 


75 


2209 


gil4043211 


Homo sapiens 


AAH07594 Similar to RIKEN 
cDNA 4931428F04 gene 


975 


97 


2209 


gi21750866 


Homo sapiens 


unnamed protein product 


975 


97 


2209 


gi25058997 


Mus musculus 


1110003N12Rik protein 


641 


62 


2210 


gil9387136 

*— * 


Homo sapiens 


AF479748_1 PYRIN- 
containing APAFl-like protein 
5 


3078 


100 


2210 


gi202806 


Rattus norvegicus 


vasopressin receptor 


969 


67 


2210 


gi28436366 


Homo sapiens 


NALP6 


3078 


100 


2211 


gil3 157560 


Homo sapiens 




2246 


99 


2211 


gil8 147612 


Homo sapiens 


metalloprotease disintegrin 


2246 


99 


2211 


gi21908030 


Homo sapiens 


a disintegrin and 
metalloprotease domain 33 


2230 


98 


2212 


gil3592175 


Leishmania major 


AC084329_1 ppg3 


163 


34 


2212 


gil5145803 


Chlamydomonas 
reinhardtii 


hydroxyproline-rich 
glycoprotein VSP4 


150 


28 


2212 


gi5420387 


Leishmania major 


proteophosphoglycan 


157 


32 


2213 


gil5420879 


Mus musculus 


AF398971_1 ankyrin repeat- 
containing SOCS box protein 
10 


1986 


83 


2213 


gil 803 1949 


Mus musculus 


SOCS box protein ASB-18 


808 


44 


2213 


gil 8 092200 


Homo sapiens 


AF4 17920 1 A SB- 10 


2062 


91 


2214 


gi32707 


Homo sapiens 


interferon-omega 1 


331 


51 


2214 


gi386800 


Homo sapiens 


interferon-alpha 


334 


51 


2214 


gi491284 


synthetic construct 


IFN-pseudo-omega 2 


806 


99 


2215 


gi6841550 


Homo sapiens 


AF161513 1 HSPC164 


1594 


99 


2215 


gi6841560 


Homo sapiens 


AF161518 1 HSPC169 


1604 


100 


2215 


gi9844577 


Homo sapiens 




1601 


99 


2216 


gil 1493483 


Homo sapiens 


AF130117_48 PRO2550 


408 


79 


2216 


gil 872200 


Homo sapiens 


alternatively spliced product 
using exon 13A 


352 


74 


2216 


gi7020440 


Homo sapiens 


unnamed protein product 


396 


76 


2217 


gi22658418 


Mus musculus 


cDNA sequence BC030934 


365 


71 


2217 


gi28838433 


Homo sapiens 


DKFZp762A2013 protein 


443 


87 


2217 


gi30842594 


Homo sapiens 


putative sulfhydryl oxidase 
precursor 


360 


74 


2218 


gil2958660 


Homo sapiens 


AF321918_1 acid phosphatase 


573 


89 


2218 


gil2958663 


Homo sapiens 


AF321918_4 acid phosphatase 
variant 3 


573 


89 


2218 


gi202934 


Rattus norvegicus 




207 


43 


2219 


gil 5 866260 


Homo sapiens 


AF411132 1 MRIP2 


2479 


97 


2219 


gi29476839 


Homo sapiens 


Similar to centaurin, gamma 2 


2124 


98 
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2219 


gi30354556 


Homo sapiens 


MRIP2 protein 


2466 


97 


2220 


gil5866260 


Homo sapiens 


AF411132 1 MRJP2 


2479 


97 


2220 


gi29476839 


Homo sapiens 


Similar to centaurin, gamma 2 


2124 


98 


2220 


gi30354556 


Homo sapiens 


MRIP2 protein 


2466 


97 


2221 


gil5866260 


Homo sapiens 


AF411132 1 MRIP2 


2479 


97 


2221 


gi29476839 


Homo sapiens 


Similar to centaurin, gamma 2 


2124 


98 


2221 


gi30354556 


Homo sapiens 


MRJP2 protein 


2466 


97 


2222 


gil5866260 


Homo sapiens 


AF411132 1 MRIP2 


2479 


97 


2222 


gi29476839 


Homo sapiens 


Similar to centaurin, gamma 2 


2124 


98 


2222 


gi30354556 


Homo sapiens 


MRIP2 protein 


2466 


97 


2223 


gi 184 1702 


Macaca fascicularis 


fertilin alpha-I isoform 


655 


83 


2223 


gi2632092 


Pongo pygmaeus 


fertilin alpha protein 


745 


94 


2223 


gi'2655944 


Papio anubis 


fertilin alpha-I 


661 


85 


2224 


gil7S87359 


Oryctolagus 
cuniculus 


lipophilin AL2 


248 


54 


2224 


gi4 107229 


Homo sapiens 


lipophilin A 


454 


100 


2224 


gi4 107231 


Homo sapiens 


lipophilin B 


267 


60 


2225 


gi 180251 


Homo sapiens 


precerebellin 


183 


48 


2225 


gi6942096 


Mus musculus 


CBLN3 


472 


90 


2225 


gi6942098 


Mus musculus 


AF2 18380 1 CBLN3 


472 


90 


2226 


gil8255724 


Mus musculus 


LOC215928 protein 


131 


28 


2226 


gi21750370 


Homo sapiens 


unnamed protein product 


917 


85 


2226 


gi28460663 


Rattus norvegicus 


Na+ dependent glucose 
transporter 1 


185 


30 


2227 


gi 18255724 


Mus musculus 


LOC2 15928 protein 


131 


28 


2227 


gi21750370 


Homo sapiens 


unnamed protein product 


917 


85 


2227 


gi28460663 


Rattus norvegicus 


Na+ dependent glucose 
transporter 1 


185 


30 


2228 


gi5726236 


multiple sclerosis 

IT 

associated retrovirus 
element 


gag polyprotein 


173 


53 


2228 


gi5726238 


multiple sclerosis 
associated retrovirus 
element 


AF12388 1_1 gag polyprotein 


163 


57 


2228 


gi 8272464 


Homo sapiens 


AF156961 1 gag 


191 


56 


2229 


gi 12964746 


Mus musculus 


AF31 66 121 neuronal 
pentraxin receptor 


2225 


88 


2229 


gi2253263 


Rattus norvegicus 


neuronal pentraxin receptor 


2250 


88 


2229 


gi4160197 


Homo sapiens 




2559 


99 


2230 


gi3 170615 


Mus musculus 


DOC4 


1520 


95 


2230 


gi4760782 


Mus musculus 


Ten-m4 


1520 


95 


2230 


gi9909617 


Gallus gallus 


teneurin-4 


1333 


89 


2232 


gil4124993 


Homo sapiens 




232 


83 


2232 


gi30704639 


Mus musculus 


4930553F24Rik protein 


210 


74 


2232 


gi7716100 


Rattus norvegicus 


AF226993_1 selective LIM 
binding factor 


213 


76 


2233 


gi20987535 


Mus musculus 


Mcoln2 protein 


804 


92 


2233 


gi244 17793 


Mus musculus 


mucolipin 2 


804 


92 


2233 


gi244 17795 


Homo sapiens 


mucolipin 2 


857 


99 


2234 


gi20987535 


Mus musculus 


Mcoln2 protein 


804 


92 


2234 


gi244 17793 


Mus musculus 


mucolipin 2 


804 


92 


2234 


gi244 17795 


Homo sapiens 


mucolipin 2 


857 


99 


2235 


gi22477432 


Homo sapiens 


DKFZP762N2316 protein 


1002 


100 


2235 


gi27370669 


Homo sapiens 


Similar to RE 1 -silencing 


159 


36 



WO 2004/080148 



PCT7US2003/030720 



268 
TABLE 2 B 



SEQ_ID 


HitJD 


Species 

ML 


Description 


S_score 


Percentage_ 
Identity 








transcription factor 






2235 


gi403020 


Mus musculus 


En-2/lacZ fusion protein 


330 


92 


2238 


gil 1990126 


Camelus 
dromedarius 


chymosin 


294 


83 


2238 


gi491952 


synthetic construct 


preprochymosin 


291 


83 


2238 


gi7008025 


Callithrix jacchus 


prochymosin 


314 


91 


2239 


gi27356934 


Homo sapiens 


extracellular sulfatase SULF-2 


560 


100 


2239 


gi27356938 


Mus musculus 


extracellular sulfatase SULF-2 


499 


90 


2239 


gi29165845 


Mus musculus 


Extracellular sulfatase SULF-1 


375 


70 


2240 


gi27124671 


Homo sapiens 


Zn-carboxypeptidase 


877 


96 


2240 


gi2960072 


Homo sapiens 


procarboxypeptidase B 


488 


55 


2240 


gi32880163 


Homo sapiens 




487 


55 


2241 


gi27124671 


Homo sapiens 


Zn-carboxypeptidase 


877 


96 


2241 


gi2960072 


Homo sapiens 


procarboxypeptidase B 


488 


55 


2241 


gi32880163 


Homo sapiens 




487 


55 


2242 


gil 1545705 


Homo sapiens 


ISCU1 


663 


99 


2242 


gil 1545707 


Homo sapiens 


ISCU2 


845 


100 


2242 


gi20381021 


Mus musculus 


Nifu-pending protein 


807 


96 


2243 


gil7512406 


Mus musculus 


differential display and 
activated by p53 


188 


52 


2243 


gi251 666 15 


Homo sapiens 


AF223000_1 DDA3-like 
protein 


427 


56 


2243 


gi25 166621 


Homo sapiens 


AF322891__1 DDA3-like 
protein 


427 


56 


2244 


gi 15990480 


Homo sapiens 


-binding protein 2 


1200 


99 


2244 


gi21961217 


Homo sapiens 


-binding protein 2 


1200 


99 


2244 


gi22213050 


Mus musculus 


B230313N05Rik protein 


1189 


97 


2245 


gi204058 


Rattus norvegicus 


extracellular signal-related 
kinase 3 


1497 


62 


2245 


gi23903 


Homo sapiens 


63kDa protein kinase 


2886 


98 


2245 


gi27882123 


Danio rerio 


Similar to mitogen-activated 
protein kinase 4 


1670 


61 


2246 


gi24417711 


Homo sapiens 


nesprin-2 


354 


100 


2246 


gi28 195679 


Homo sapiens j 


nesprin-2 alpha 2 


354 


100 


2246 


gi28 195681 


Homo sapiens 


nesprin-2 beta 2 


354 


100 


2248 


gil9353133 


Mus musculus 


Clq-like 


560 


80 


2248 


gi26996600 


Mus musculus 


Similar to Clq-like 


692 


96 


2248 


gi32401227 


Homo sapiens 


AF525315__1 Clq-domain 
containing protein 


711 


99 


2249 


gi 147 18648 


Homo sapiens 


all antoi case 


967 


99 


2249 


gi20987689 


Homo sapiens 


Similar to allantoicase 


1162 


99 


2249 


gi9255889 


Mus musculus 


AF278712 1 allantoicase 


932 


78 


2250 


gil5617341 


Homo sapiens 


, «r- , 

LAG-3 protein precursor 


2796 


99 


2250 


gi30851187 


Homo sapiens 


LAG3 protein 


1906 


99 


2250 


gi579596 


Homo sapiens 


lymphocyte protein 


2634 


98 


2251 


gil3810285 


Rattus norvegicus 


guanine nucleotide 
release/exchange factor 


5807 


91 


2251 


gi2522208 


Homo sapiens 


Ras-GRF2 


6407 


99 


2251 


gi5882290 


Homo sapiens 


Ras guanine nucleotide 
exchange factor 2 


6401 


99 


2252 


gi22038159 


Homo sapiens 


AF527605 1 ziziminl 


7984 


100 


2252 


gi28374168 


Mus musculus 


AA959601 protein 


7520 


93 


2252 


gi31419757 


Mus musculus 


AA959601 protein 


7520 


93 


2253 


gil0433672 


Homo sapiens 


unnamed protein product 


1325 


89 
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2253 


gil9263505 


Homo sapiens 


hypothetical protein FLJ 12242 


1325 


89 


2253 


gi23272394 


Homo sapiens 


KCTD2 protein 


728 


67 


2254 


gil4041697 


Homo sapiens 




3330 


94 


2254 


gi2 1594273 


Homo sapiens 




3371 


95 


2254 


gi25303955 


Homo sapiens 




3371 


95 


2255 


gil438532 


Rattus norvegicus 


rAl 


393 


51 


2255 


gil438534 


Rattus norvegicus 


rA9 


857 


70 


2255 


ei9438033 


Homo saoiens 


AF2544 11 1 ser/are-rich ore- 
mRNA splicing factor SR-A1 


386 


51 


2256 


gil438532 


Rattus norvegicus 


rAl 


393 


51 


2256 


eil438534 


Rattus norvesicus 


rA9 

A -4. >. ' 


857 


70 


2256 


ei9438033 


Homo saoiens 


AF2544 11 1 ser/are-rich ore- 
mRNA splicing factor SR-A1 


386 


51 


2257 


eil 872200 


Homo saoiens 


alternativelv soliced oroduct 
using exon 1 3 A 


242 


58 


2257 


gi3002527 


Homo sapiens 


neuronal thread protein AD7c- 
NTP 


283 


59 


2257 


gi32486167 


Homo sapiens 


AD7C-NTP 


283 


59 


2258 


gil2652851 


Homo sapiens 


AAH00178 potassium channel 
modulatory factor 


1987 


100 


225 & 


gi26453336 


Homo sapiens 


FIGC1 


1983 


99 


2258 


gi7677058 


Homo sapiens 


AF1 55652 1 potassium 
channel modulatory factor 


1983 


99 


2259 


gi27695389 


Mus musculus 


MGC58017 protein 


1050 


97 


2259 


gi28558964 


Human herpesvirus 4 
type 2 


nuclear antigen-3B 


138 


28 


2259 


gi30481648 


Homo sapiens 




660 


55 


2260 


gill 119239 


Rattus norvegicus 


AF3 13453 1 synaptotagmin 13 


792 


86 


2260 


gi 142 10274 


Rattus norvegicus 


AF375466_1 synaptotagmin 13 


792 


86 


2260 


gi21410154 


Mus musculus 


synaptotagmin 13 


779 


84 


2261 


gil 1342591 


Mus musculus 


RanBP7/importin 7 


5301 


97 


2261 


gi32330683 


Mus musculus 


importin 7 


5313 


97 


2261 


gi3800881 


Homo sapiens 


RanBP7/importin 7 


5333 


98 


2262 


gil7939650 


Homo sapiens 


AAH19302 hypothetical 
protein FLJ 12525 


3660 


97 


2262 


gil 8676522 


Homo sapiens 


FLJ00158 protein 


1599 


100 


2262 


gi27462078 


Homo sapiens 


AF 116730 1 MSTP060 


3629 


94 


2263 


gi28981429 


Mus musculus 


Ddefl protein 


879 


94 


2263 


gi4063614 


Mus musculus 


ADP-ribosylation factor- 
directed GTPase activating 
protein isoform a 


879 


94 


2263 


gi4406393 


Bos taurus 


differentiation enhancing factor 
1 


876 


94 


2264 


gi59500 


Human herpesvirus 1 


RL2 


139 


37 


2264 


gi59557 


Human herpesvirus 1 


immediate early protein 


139 


37 


2264 


gi59833 


Human herpesvirus 1 


IE110 


139 


37 


2265 


gil3872813 


Homo sapiens 


fibulin-6 


513 


29 


2265 


gi 14575 679 


Homo sapiens 


AF156100 1 hemicentin 


513 


29 


2265 


gi9280405 


Homo sapiens 


AF245505 1 adlican 


1462 


46 


2266 


gil5 145797 


Sus scrofa 


basic proline-rich protein 


178 


25 


2266 


gi27348769 


Bradyrhizobium 
japonicum USDA 
110 


blr0521 


191 


29 


2266 


gi30844278 


Cercopithecine 


very large tegument protein 


178 


25 
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herpesvirus 1 








2267 


gi21748983 


Homo sapiens 


unnamed protein product 


128 


65 


2267 


gi522145 


Homo sapiens 


B-cell growth factor 


129 


71 


2268 


gi21748983 


Homo sapiens 


unnamed protein product 


128 


65 


2268 


gi522145 


Homo sapiens 


B-cell growth factor 


129 


71 


2269 


gi 13 529248 


Homo sapiens 


Centrin 3 


842 


100 


2269 


gi30582215 


Homo sapiens 




842 


100 


2269 


gi30584861 


synthetic construct 




842 


100 


2270 


gi3 1455256 


Homo sapiens 


IMAGE35 1 03 1 7 protein 


2259 


91 


2270 


gi32492907 


Homo sapiens 


selenoprotein O 


2259 


91 


2270 


gi6572230 


Homo sapiens 




1768 


98 


2271 


gi3 1455256 


Homo sapiens 


IMAGE3510317 protein 


2259 


91 


2271 


gi32492907 


Homo sapiens 


selenoprotein O 


2259 


91 


2271 


gi6572230 


Homo sapiens 




1768 


98 


2272 


gi2 1928729 


Homo sapiens 


seven transmembrane helix 
receptor 


661 


99 


2272 


gi6693701 


Homo sapiens 


AF147788_1 melanopsin 


661 


99 


2272 


gi6693703 


Mus musculus 


AF147789_1 melanopsin 


529 


83 


2273 


gi20072741 


Mus musculus 


E430025L02Rik protein 


538 


81 


2273 


gi2 104856 


Rattus norvegicus 


platelet glycoprotein V 


143 


41 


2273 


gi439296 


Homo sapiens 


garp 


166 


43 


2274 


gil5487302 


Homo sapiens 


medium-chain acyl-CoA 
synthetase 


727 


97 


2274 


gil5706421 


Homo sapiens 


middle-chain acyl-CoA 
synthetase 1 


727 


97 


2274 


gi5019275 


Bos taurus 


xenobiotic/medium-chain fatty 
acid:CoA ligase form XL-III 


529 


70 


2275 


gil5077826 


Homo sapiens 


AF394782_1 rap guanine 
nucleotide exchange factor 


2149 


100 


2275 


gi203 86206 


Homo sapiens 


AF478567_1 PDZ domain- 
containing guanine nucleotide 
exchange factor PDZ-GEF2 


2149 


100 


2275 


gi6650766 


Homo sapiens 


AF1 17947_1 PDZ domain- 
containing guanine nucleotide 
exchange factor I 


2149 


100 


2276 


gil5077826 


Homo sapiens 


AF394782 1 rap guanine 

_L i — ■> 

nucleotide exchange factor 


2149 


100 


2276 


gi20386206 


Homo sapiens 


AF478567„1 PDZ domain- 
containing guanine nucleotide 
exchange factor PDZ-GEF2 


2149 


100 


2276 


gi6650766 


Homo sapiens 


AF117947_1 PDZ domain- 
containing guanine nucleotide 
exchange factor I 


2149 


100 


2277 


gi 13592 175 


Leishmania major 


AC084329_1 ppg3 


165 


29 


2277 


gi5420387 


Leishmania major 


proteophosphoglycan 


163 


26 


2277 


gi5420389 


Leishmania major 


proteophosphoglycan 


151 


30 


2278 


gi 18676788 


Homo sapiens 


unnamed protein product 


875 


88 


2278 


gi21779866 


Mus musculus 


AF458068 1 IL-17RE 


234 


38 


2278 


gi2 1779869 


Homo sapiens 


AF458069 1 IL-17RE 


875 


88 


2279 


gil8676788 


Homo sapiens 


unnamed protein product 


875 


88 


2279 


gi21779866 


Mus musculus 


AF458068 1 IL-17RE 


234 


38 


2279 


gi21779869 


Homo sapiens 


AF458069 1 IL-17RE 


875 


88 


2280 


gil4150450 


Rattus norvegicus 


AF24124W UDP- 
GalNAc: polypeptide N- 


197 


85 
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acetylsalactosaminyltransferase 
T9 






2280 


gi25 809274 

*— * 


Homo sapiens 

i. 


polypeptide N- 

acetylgalactosaminyltransferase 
10 


219 


97 


2280 


gi28268676 


Homo sapiens 


UDP-N-acetyl-alpha-D- 
galactosamine polypeptide N- 
acetylgalactosaminyltransferase 
10 


219 


97 


2281 


gil7384577 


Escherichia coli 


orfll76 


1087 


99 


2281 


gi28629348 


Escherichia coli 


Sop A 


1087 


99 


2281 


gi42431 


Escherichia coli 




1087 


99 


2282 


gil377895 


Homo sapiens 


OB-cadherin-2 


540 


51 


2282 


gi30171995 


Homo sapiens 


cadherin-24 


990 


100 


2282 


gi30171998 


Homo sapiens 


cadherin-24 variant 


990 


100 


2283 


gil377895 


Homo sapiens 


OB-cadherin-2 


540 


51 


2283 


gi30171995 


Homo sapiens 

* 


cadherin-24 


990 


100 


2283 


gi30171998 


Homo sapiens 

* 


cadherin-24 variant 


990 


100 


2284 


gil398903 


Mus musculus 


Ca2+ dependent activator 
protein for secretion 


1303 


89 


2284 


gi21541504 


Homo sapiens 

A. 


AF458662_1 calcium- 
dependent activator protein for 
secretion protein 


1185 


83 


2284 


gi577428 


Rattus norvegicus 


Ca2+-dependent activator 
protein; calcium-dependent 
actin-binding protein 


1247 


85 


2285 


gil 1071729 


Homo sapiens 


putative dipeptidase 


526 


100 


2285 


gill 125344 


Homo sapiens 


putative metallopeptidase 


263 


58 


2285 


gi32490515 


Mus musculus 


putative membrane-bound 
dipeptidase-3 


245 


55 


2286 


gil 1493652 


Homo sapiens 


AF200708_1 calcium channel 
blocker resistance protein 
CCBR1 


2168 


100 


2286 


gi 13924720 


Homo sapiens 


AF252872_1 cystine/glutamate 
transporter xCT 


2168 


100 


2286 


gil5082352 


Homo sapiens 


AAH 12087 member 11 


2168 


100 


2287 


gil7028348 


Homo sapiens 


DKFZP586G1517 protein 


3748 


100 


2287 


gi20987924 


Mus musculus 


2410004L15Rik protein 


3473 


92 


2287 


gi29612455 


Mus musculus 


2410004L15Rik protein 


3819 


92 


2288 


gil9352987 


Homo sapiens 


Similar to KIAA0433 protein 


6283 


97 


2288 


gi2887437 


Homo sapiens 


KIAA0433 


6416 


98 


2288 


gi3 141 8648 


Mus musculus 




4916 


95 


2289 


gi24061707 


Mus musculus 


GAP -related interacting partner 
toE12 


766 


88 


2289 


gi26334941 


Mus musculus 


unnamed protein product 


783 


89 


2289 


gi4240257 


Homo sapiens 


KIAA0884 protein 


725 


75 


2290 


gi20269957 


Sus scrofa 


AF498759_1 phospholipase C 
delta 4 


166 


96 


2290 


gi21307610 


Mus musculus 


phospholipase C delta 4 


158 


90 


2290 


gi571466 


Rattus norvegicus 


phospholipase C delta-4 


151 


84 


2291 


gil2839717 


Mus musculus 


unnamed protein product 


238 


62 


2291 


gil6552885 


Homo sapiens 


unnamed protein product 


382 


92 


2291 


gi26327387 


Mus musculus 


unnamed protein product 


238 


62 


2292 


gil8480186 


Mus musculus 


olfactory receptor MOR261-6 


1330 


81 
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2292 


gi32052343 


Mus musculus 


olfactory receptor 
GA x6K02T2P3E9-4384160- 
4383228 


1330 


81 


2292 


gi9368991 


Homo sapiens 




1397 


99 


2293 


gi29791964 


Homo sapiens 


Thrombospondin 4 


2097 


100 


2293 


gi311626 


Homo sapiens 


thrombospondin-4 


2090 


99 


2293 


gi4895079 


Mus musculus 


thrombospondin 4 


2047 


96 


2294 


gi24460119 


Mus musculus 


AF327451_1 JNK-associated 
leucine-zipper protein 


6108 


95 


2294 


gi24460121 


Homo sapiens 


AF327452_1 JNK-associated 
leucine-zipper protein 


6282 


98 


2294 


gi3 116015 


Homo sapiens 


sperm specific protein 


3848 


100 


2295 


gi2 1654741 


Homo sapiens 


peptide/histidine transporter 


2861 


100 


2295 


gi2208839 


Rattus norvesicus 


peptide/histidine transporter 


2484 


87 


2295 


gi33126130 


Homo sapiens 


peptide/histidine transporter 


2826 


99 


2296 


ei 19353264 


Homo sapiens 


Similar to dishevelled 
associated activator of 
morphogenesis 2 


193 


34 


2296 


gi2224703 


Homo sapiens 


KIAA0381 


291 


50 


2296 


gi30268369 


Homo sapiens 


hypothetical protein 


291 


50 


2297 


gi22760046 


Homo sapiens 


unnamed protein product 


918 


95 


2297 


gi27769120 


Homo sapiens 


Similar to hypothetical protein 
FLJ30921 


918 


95 


2297 


gi334 17243 


Mus musculus 


B230312I18Rik protein 


621 


62 


2298 


gil2655913 


Homo sapiens 


AF227516 1 sprouty-4A 


494 


97 


2298 


gil2655915 


Homo sapiens 


AF227517 1 sprouty-4C 


413 


100 


2298 


gi29747900 


Mus musculus 


Sprouty homolog 4 


347 


83 


2299 


gi29692498 


Mus musculus 


NAAG-peptidase II 


3438 


87 


2299 


gi3211746 


Sus scrofa 


f 61 yip ol y-gamma-glut amat e 
carboxypeptidase 


2813 


70 


2299 


gi4539525 


Homo sapiens 


NAALADase II protein 


3872 


99 


2300 


gi21750009 


Homo sapiens 


unnamed protein product 


501 


100 


2300 


gi23092685 


Drosophila 
melanogaster 


CG7020-PA 


150 


76 


2300 


gi23512248 


Homo sapiens 


Similar to DISCO Interacting 
Protein 2 


238 


56 


2301 


gi21410507 


Mus musculus 


Plxnb2 protein 


465 


75 


2301 


gi6010211 


Homo sapiens 


semaphorin receptor 


225 


47 


2301 


gi9885259 


Homo sapiens 


AF 1490 19 1 plexin-B3 


228 


47 


2302 


gi 11692802 


Homo sapiens 


AF320294 1 ABCG8 


287 


88 


2302 


gil5088540 


Homo sapiens 


AF324494 1 sterolin-2 


287 


88 


2302 


gi 15 146444 


Homo sapiens 


AF351824 1 sterolin-2 


287 


88 


2303 


gi 12652851 


Homo sapiens 


AAH00178 potassium channel 
modulatory factor 


1987 


100 


2303 


gi26453336 


Homo sapiens 


FIGC1 


1983 


99 


2303 


gi7677058 


Homo sapiens 


AF155652_1 potassium 
channel modulatory factor 


1983 


99 


2305 


gi24430369 


Mus musculus 


MMAC8 


280 


47 


2305 


gi31338848 


Mus musculus 


MAIR-Ia 


285 


46 


2305 


gi31338850 


Mus musculus 


MAIR-Ib 


280 


47 


2306 


gi3 1414326 


Homo sapiens 


MHC class I antigen 


1941 


99 


2306 


gi33187148 


Homo sapiens 


HLA-A2 


1941 


99 


2306 


gi403144 


Homo sapiens 


MHC class I lymphocyte 
antigen 


1941 


99 
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2307 


gi2 16672 14 


Homo sapiens 


AF465767_1 
bactericidal/permeability- 
increasing protein-like 3 


743 


90 


2307 


gi32490539 


Homo sapiens 


RY2G5 


191 


29 


2307 


gi57732 


Rattus rattus 


potential ligand-binding 
protein 


231 


32 


2308 


gi21667214 


Homo sapiens 


AF465767_1 
bactericidal/permeability- 
increasing protein-like 3 


743 


90 


2308 


gi32490539 


Homo sapiens 


RY2G5 


191 


29 


2308 


gi57732 


Rattus rattus 


potential ligand-binding 
protein 


231 


32 


2309 


gi21667214 


Homo sapiens 


AF465767_1 
bactericidal/permeability- 
increasing protein-like 3 


743 


90 


2309 


gi32490539 


Homo sapiens 


RY2G5 


191 


29 


2309 


gi57732 


Rattus rattus 


potential ligand-binding 

XT s-^ t-? 

protein 


231 


32 


2310 


gi21667214 


Homo sapiens 


AF465767_1 
bactericidal/permeability- 
increasing protein-like 3 


743 


90 


2310 


gi32490539 


Homo sapiens 


RY2G5 


191 


29 


2310 


gi57732 


Rattus rattus 


potential ligand-binding 
protein 


231 


32 


2311 


gil3529158 


Homo sapiens 


AAH05349 


1137 


99 


2311 


gi529514 


Sus scrofa 


neuronal endocrine protein 


1073 


94 


2311 


gi77 18079 


Homo sapiens 


neuroendocrine protein 7B2 


1129 


99 


2312 


gil5029903 


Mus musculus 


Similar to proline-rich protein 
BstNI subfamily 2 


175 


31 


2312 


gi3 1746553 


Caenorhabditis 
elegans 


Collagen protein 51 


171 


35 


2312 


gi32698037 


Caenorhabditis 
elegans 




174 


33 


2313 


gil3543081 


Mus musculus 


claudin 6 


822 


70 


2313 


gi4128041 


Homo sapiens 


claudin-9 protein 


1116 


100 


2313 


gi4325296 


Mus musculus 


claudin-9 


1078 


95 


2314 


gil8676638 


Homo sapiens 


FLJ002 18 protein 


574 


95 


2314 


gi4587895 


Rattus norvegicus 


AF072509_1 glutamate 
receptor interacting protein 2 


667 


84 


2314 


gi6601555 


Rattus norvegicus 


glutamate receptor interacting 
protein 2 


667 


84 


2315 


gi23496442 


Rattus norvegicus 


disabled- 1 


2807 


96 


2315 


gi3288852 


Homo sapiens 


disabled- 1 


2865 


99 


2315 


gi8118615 


Homo sapiens 


AF263547 1 disabled- 1 


2842 


99 


2316 


gil6877456 


Homo sapiens 


AAH 16974 


493 


100 


2316 


gi20810324 


Homo sapiens 




493 


100 


2316 


gi26351033 


Mus musculus 


unnamed protein product 


444 


91 


2317 


gil5430703 


Homo sapiens 


AF362953_1 testis specific 
serine/threonine kinase 2 


1854 


99 


2317 


gi2738898 


Mus musculus 


protein kinase 


1684 


89 


2317 


gi33590489 


Rattus norvegicus 


serine/threonine kinase 22B 


1755 


92 


2318 


gil2963879 


Homo sapiens 


prostaglandin D synthase 


998 


100 


2318 


gil3543568 


Homo sapiens 


PTGDS protein 


998 


100 


2318 


gil89772 


Homo sapiens 


prostaglandin D2 synthase 


998 


100 
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2319 


gil4336718 


Homo sapiens 


AE006464 18 similar to 
HAGH 


656 


99 


2319 


gi 14336766 


Homo sapiens 


AE006639_8 

hydroxyacylglutathione 

hydrolase 


339 


47 


2319 


gi20988885 


Mus musculus 


2810014I23Rik protein 


583 


78 


2320 


gil3397835 


Homo sapiens 


annexin A13 isoform b 


1245 


98 


2320 


gi33980 


Homo sapiens 


intestine-specific annexin 


1252 


98 


2320 


gi757784 


Canis familiaris 


annexin XI lib 


1151 


91 


2321 


gi204222 


Rattus norvegicus 


GABA transporter protein 


2124 


90 


2321 


gi2 1707908 


Homo sapiens 


, member 1 


2132 


99 


2321 


gi31658 


Homo sapiens 


GABA transporter 


2117 


99 


2323 


gi20381266 


Homo sapiens 


Glypican 2 


602 


90 


2323 


gi440127 


Rattus norvegicus 


cerebroglycan 


548 


81 


2323 


gi5911318 


Homo sapiens 


AF105267_1 glypican-6 


265 


47 


2324 


gil8676470 


Homo sapiens 


FLJ00132 protein 


1361 


100 


2324 


gil9344068 


Mus musculus 


2700038E08Rik protein 


2403 


74 


2324 


gi23274106 


Mus musculus 


2700038E08Rik protein 


2403 


74 


2325 


gi25396387 


Homo sapiens 


alpha 2,6-sialyl transferase 


467 


98 


2325 


gi27650880 


Homo sapiens 


beta-galactoside alpha-2,6- 
sialyltransferase 


467 


98 


2325 


gi45275 1 


Gallus gallus 


Gal beta 1,4 GlcNAc alpha 2,6- 
sialyltransferase 


268 


58 


2326 


gi 13 344995 


Homo sapiens 


Cat Eye Syndrome critical 
region protein isoform 1 


2004 


99 


2326 


gil3344997 


Homo sapiens 


Cat Eye Syndrome critical 
region protein isoform 2 


2001 


100 


2326 


gi27503696 


Homo sapiens 

A. 


Similar to cat eye syndrome 
chromosome region, candidate 
5 


2001 


100 


2327 


gi 13344995 


Homo sapiens 


Cat Eye Syndrome critical 
region protein isoform 1 


2004 


99 


2327 


gi 13344997 


Homo sapiens 


Cat Eye Syndrome critical 
region protein isoform 2 


2001 


100 


2327 


gi27503696 


Homo sapiens 


Similar to cat eye syndrome 
chromosome region, candidate 
5 


2001 


100 


2328 


gi202592 


Rattus norvegicus 


prealpha-2-macroglobulin 


238 


40 


2328 


gi671864 


Gallus gallus 


ovomacroglobulin, ovostatin 


230 


40 


2328 


gi671865 


Gallus gallus 


ovomacroglobulin, ovostatin 


230 


40 


2329 


gi202592 


Rattus norvegicus 


prealpha-2-macroglobulin 


238 


40 


2329 


gi671864 


Gallus gallus 


ovomacroglobulin, ovostatin 


230 


40 


2329 


gi671865 


Gallus gallus 


ovomacroglobulin, ovostatin 


230 


40 


2330 


gi202592 


Rattus norvegicus 


prealpha-2-macroglobulin 


238 


40 


2330 


gi671864 


Gallus gallus 


ovomacroglobulin, ovostatin 


230 


40 


2330 


gi671865 


Gallus gallus 


ovomacroglobulin, ovostatin 


230 


40 


2331 


gi202592 


Rattus norvegicus 


prealpha-2-macroglobulin 


238 


40 


2331 


gi671864 


Gallus gallus 


ovomacroglobulin, ovostatin 


230 


40 


2331 


gi671865 


Gallus gallus 


ovomacroglobulin, ovostatin 


230 


40 


2332 


gi202592 


Rattus norvegicus 


prealpha-2-macroglobulin 


238 


40 


2332 


gi671864 


Gallus gallus 


ovomacroglobulin, ovostatin 


230 


40 


2332 


gi671865 


Gallus gallus 


ovomacroglobulin, ovostatin 


230 


40 


2333 


gi 14789873 


Mus musculus 


Es3 1 protein 


508 


70 


2333 


gil7512361 


Mus musculus 


esterase 3 1 


508 


70 
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2333 


gi29476863 


Mus musculus 


Similar to esterase 3 1 


516 


69 


2334 


gil9909128 


Homo sapiens 


AF489528_1 transforming 
growth factor-beta binding 
protein- IS 


189 


100 


2334 


gi207286 


Rattus norvegicus 


TGF-beta masking protein 
large subunit 


179 


90 


2334 


gi339548 


Homo sapiens 


transforming growth factor- 
beta 1 binding protein precursor 


189 


100 


2336 


gil388158 


Gallus gallus 


myomesin 


429 


37 


2336 


gi31418212 


Homo sapiens 


Myomesin 2 


439 


36 


2336 


gi407097 


Homo sapiens 


165kD protein 


439 


36 


2339 


gi 12655442 


Homo sapiens 


keratin associated protein 4.2 


706 


86 


2339 


gil2655460 


Homo sapiens 


keratin associated protein 4.12 


732 


86 


2339 


gi 12655464 


Homo sapiens 


keratin associated protein 4.15 


761 


99 


2340 


gi 12655442 


Homo sapiens 


keratin associated protein 4.2 


706 


86 


2340 


gil2655460 


Homo sapiens 


keratin associated protein 4.12 


732 


86 


2340 


gi 12655464 


Homo sapiens 


keratin associated protein 4. 15 


761 


99 


2341 


gi 12655442 


Homo sapiens 


keratin associated protein 4.2 


706 


86 


2341 


gil2655460 


Homo sapiens 


keratin associated protein 4.12 


732 


86 


2341 


gi 12655464 


Homo sapiens 


keratin associated protein 4.15 


761 


99 


2342 


gil5722084 


Homo sapiens 




1930 


99 


2342 


gi434306 


Homo sapiens 


lysosomal acid lipase; sterol 
esterase 


1288 


63 


2342 


gi50643 1 


Homo sapiens 


lysosomal acid lipase 


1288 


63 


2343 


gil5722084 


Homo sapiens 




1930 


99 


2343 


gi434306 


Homo sapiens 


lysosomal acid lipase; sterol 
esterase 


1288 


63 


2343 


gi506431 


Homo sapiens 


lysosomal acid lipase 


1288 


63 


2344 


gi20 152322 


Homo sapiens 


putative G-protein coupled 
receptor 


1570 


100 


2344 


gi32526601 


Homo sapiens 


GPRC5D 


1576 


100 


2344 


gi8 118040 


Homo sapiens 


AF209923 1 orphan G-protein 
coupled receptor 


1570 


100 


2345 


gi!7224598 


Homo sapiens 


AF293615_1 blood dendritic 
cell antigen 2 protein 


1147 


95 


2345 


gil7225337 


Homo sapiens 


AF325459 1 dendritic lectin 


1147 


95 


2345 


gil7225339 


Homo sapiens 


AF325460_1 dendritic lectin b 
isoform 


953 


82 


2346 


gi 17224598 


Homo sapiens 


AF293615_1 blood dendritic 
cell antigen 2 protein 


1147 


95 


2346 


gil7225337 


Homo sapiens 


AF325459 1 dendritic lectin 


1147 


95 


2346 


gil7225339 


Homo sapiens 


AF325460_1 dendritic lectin b 
isoform 


953 


82 


2347 


gi21929119 


Homo sapiens 


seven transmembrane helix 
receptor 


1588 


100 


2347 


gi2792016 


Homo sapiens 


olfactory receptor 


1393 


100 


2347 


gi4092819 


Homo sapiens 


BC3 19430 5 


1386 


100 


2348 


gi2589172 


Rattus norvegicus 


mucin Muc3 


308 


36 


2348 


gi28436742 


Mus musculus 


Muc3 protein 


295 


37 


2348 


gi5911169 


Homo sapiens 


AF147790__1 transmembrane 
mucin 12 


719 


81 


2349 


gi3549152 


Homo sapiens 


R29124 1 


180 


36 


2349 


gi8101840 


Papio hamadryas 


AF259559_1 

carcinoembryonic antigen- 


182 


35 



WO 2004/080148 



PCT7US2003/030720 



276 
TABLE 2 B 



SEQJD 


HitJD 


Species 


Description 


Sjscore 


Percentage 

mm n 

Identity 








family cell adhesion molecule 
w; CEACAMw 






2349 


gi8101856 


Cercopithecus 
aethiops 


AF259567_1 

carcinoembryonic antigen- 
family cell adhesion molecule 
1-1; CEACAM1 


179 


33 


2350 


gi27924102 


Mus musculus 


23 10075M15Rik protein 


944 


68 


2350 


gi29436830 


Mus musculus 


23 1 0075M1 5Rik protein 


944 


68 


2350 


gi6273399 


Homo sapiens 


AF200348_1 melanoma- 
associated antigen MG50 


940 


67 


2351 


gi27924102 


Mus musculus 


23 1 0075M1 5Rik protein 


944 


68 


2351 


gi29436830 


Mus musculus 


23 1 0075M15Rik protein 


944 


68 


2351 


gi6273399 


Homo sapiens 


AF200348_1 melanoma- 
associated antigen MG50 


940 


67 


2352 


gil0435776 


Homo sapiens 


unnamed protein product 


1132 


99 


2352 


gi32451585 


Homo sapiens 




681 


60 


2352 


gi7264653 


Mus musculus 


AF1 80470 1 Kiaa0575 


694 


62 


2353 


gi202 19008 


Chi amydomonas 
reinhardtii 


AF394181_1 coiled-coil 
flagellar protein 


280 


29 


2353 


gi23497711 


Plasmodium 
falciparum 3D7 


AE014826_49 rhoptry protein, 
putative 


149 


25 


2353 


gi5457791 


Pyrococcus abyssi 


smcl chromosome segregation 
protein 


150 


22 


2354 


gi 126545 11 


Homo sapiens 


Torsin family 3, member A 


1438 


100 


2354 


gi 14043 167 


Homo sapiens 


Torsin family 3, member A 


1438 


100 


2354 


gil5079904 


Homo sapiens 


Torsin family 3, member A 


1438 


100 


2356 


gil5076843 


Homo sapiens 


AF233450_1 pecanex-like 
protein 1 


948 


72 


2356 


gil8157547 


Mus musculus 


AF237953_1 pecanex-like 3 


1325 


98 


2356 


gi6650377 


Mus musculus 


AF096286_1 pecanex 1 


948 


71 


2357 


gil5076843 


Homo sapiens 


AF233450_1 pecanex-like 
protein 1 


948 


72 


2357 


gil 8157547 


Mus musculus 


AF237953_1 pecanex-like 3 


1325 


98 


2357 


gi6650377 


Mus musculus 


AF096286_1 pecanex 1 


948 


71 


2358 


gil 872200 


Homo sapiens 


alternatively spliced product 
using exon 13 A 


298 


72 


2358 


gi2580578 

J 


Homo sapiens 


ubiquitous TPR motif, Y 
isoform 


301 


70 


2358 


gi8572229 


Homo sapiens 


ubiquitous TPR-motif protein 
Y isoform 


301 


70 


2359 


gil 2043567 


Homo sapiens 


unc-93 related protein 


1544 


97 


2359 


gil7390915 


Mus musculus 


unc93 homolog B 


1350 


85 


2359 


gi23271746 


Mus musculus 


Unc93b protein 


1350 


85 


2360 


gil 5 990461 


Homo sapiens 


A AH 15612 ring finger protein 
25 


2465 


100 


2360 


gil 84905 13 


Mus musculus 


Rnf25 protein 


1983 


82 


2360 


gi29179411 


Mus musculus 


Ring finger protein 25 


1988 


82 


2361 


gil4714684 


Mus musculus 


28 10423E13Rik protein 


632 


83 


2361 


gi33086578 


Rattus norvegicus 


Ab2-276 


385 


82 


2361 


gi7295255 


Drosophila 
melanogaster 


CG8596-PA 


307 


46 


2362 


gil6930383 


Pan troglodytes 


AF383169_1 leukocyte 
immunoglobulin-like receptor e 


172 


38 


2362 


gi32396010 


Bos taurus 


immunoglobulin A Fc receptor 


179 


33 
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2362 


gi6563042 


Homo sapiens 


AF109683_1 leukocyte- 
associated Ig-like receptor lb 


179 


24 


2363 


gil6930383 


Pan troglodytes 


AF383169 1 leukocyte 
immunoglobulin-like receptor e 


172 


38 


2363 


gi32396010 


Bos taurus 


immunoglobulin A Fc receptor 


179 


33 


2363 


gi6563042 


Homo sapiens 


AF109683_1 leukocyte- 
associated Ig-like receptor lb 


179 


24 


2364 


gi21595190 


Mus musculus 


25 1 000 1 A17Rik protein 


366 


98 


2364 


gi2 1707 128 


Homo sapiens 


Ran binding protein 1 1 


370 


100 


2364 


gi6650612 


Homo sapiens 


AF111109 1 Ran binding 
protein 11 


370 


100 


2367 


gil 1493419 


Homo sapiens 


AF130117 15 PR01367 


128 


51 


2367 


gi6690223 


Homo sapiens 


AF090928 1 PRO0470 


118 


50 


2367 


gi6855613 


Homo sapiens 


AF1 13685 1 PRO0974 


154 


51 


2369 


gi3002527 


Homo sapiens 


neuronal thread protein AD7c- 
NTP 


404 


48 


2369 


gi32486167 


Homo sapiens 


AD7C-NTP 


404 


48 


2369 


gi6650810 


Homo sapiens 


AF1 18094 21 PRO 1902 


258 


64 


2370 


gil3278391 


Mus musculus 


RIKEN cDNA 9430015G10 


595 


71 


2370 


gil4250646 


Homo sapiens 


FLJ20584 protein 


803 


98 


2370 


gi7020791 


Homo sapiens 


unnamed protein product 


834 


99 


2371 


gil 65 8 8454 


Homo sapiens 


AF3 12374 1 AGTRAP protein 


823 


100 


2371 


gil6878260 


Homo sapiens 


AAH 17328 Similar to 
angiotensin XL type I receptor- 
associated protein 


776 


95 


2371 


gi9621816 


Homo sapiens 


AF165187 1 ATRAP 


822 


99 


2372 


gi 12330704 


Mus musculus 


AF333770_1 cell recognition 
molecule CASPR4 


539 


82 


2372 


gil7986216 


Homo sapiens 


AF333769_1 cell recognition 
molecule CASPR3 


633 


97 


2372 


gi21 96 1652 


Mus musculus 


contactin associated protein 4 


539 


82 


2373 


gi 12330704 


Mus musculus 


AF333770 1 cell recognition 
molecule CASPR4 


539 


82 


2373 


gi!7986216 


Homo sapiens 


AF333769_1 cell recognition 
molecule CASPR3 


633 


97 


2373 


gi21 96 1652 


Mus musculus 


contactin associated protein 4 


539 


82 


2374 


gil 1041469 


Macaca fascicularis 


UDP-GalNAc: polypeptide N- 
acetylgalactosaminyltransferase 


1116 


63 


2374 


gi2 1552746 


Homo sapiens 


AF4 10457 1 putative 
polypeptide N- 

acetylgalactosaminyltransferase 


1670 


100 


2374 


gi2 1552969 


Mus musculus 


AF467979_1 Williams-Beuren 
syndrome critical region gene 
17 


1656 


98 


2375 


gil6198335 


Drosophila 
melanogaster 


SD08329p 


411 


47 


2375 


gi23 092707 


Drosophila 
melanogaster 


CG17090-PA 


411 


47 


2375 


gi23092708 


Drosophila 
melanogaster 


CG17090-PB 


411 


47 


2377 


gil4571502 


Homo sapiens 


calcium-promoted Ras 
inactivator 


1022 


81 


2377 


gil5680152 


Homo sapiens 


AAH 14420 


317 


41 


2377 


gi4 185294 


Homo sapiens 


rasGAP-activating-like protein 


289 


36 


2379 


gil5128105 


Mus musculus 


AF397008_1 nephronectin 


737 


82 
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2379 


gi 1543 0246 


Mus musculus 


nephronectin short isoform 


737 


82 


2379 


gi 1543 0248 


Mus musculus 


nephronectin long isoform 


737 


82 


2380 


gi 1604 1675 


Homo sapiens 


AAH15704 joined to JAZF1 


2131 


99 


2380 


gil7862954 


Drosophila 
melanogaster 


SD04959p 


311 


31 


2380 


gi28839713 


Homo sapiens 


Similar to joined to JAZF1 


363 


81 


2381 


gi29387355 


Xenopus laevis 




263 


28 


2381 


gi3242649 


Rana catesbeiana 


alpha 1 type I collagen 


297 


28 


2381 


gi4140029 


Cynops pyrrhogaster 


alpha 1 type I collagen 


277 


27 


2382 


gi32967231 


Homo sapiens 


TAFA3 


481 


100 


2382 


gi32967237 


Homo sapiens 


TAFA3.2 


619 


100 


2382 


gi32967243 


Mus musculus 


TAFA3 


390 


82 


2383 


gi32967231 


Homo sapiens 


TAFA3 


481 


100 


2383 


gi32967237 


Homo sapiens 


TAFA3.2 


619 


100 


2383 


gi32967243 


Mus musculus 


TAFA3 


390 


82 


2384 


gi 10443 967 


Homo sapiens 


AF268610 1 THEG protein 


298 


60 


2384 


gi20306274 

* 


Homo sapiens 


testicular haploid expressed 
gene 


298 


60 


2384 


gi7416134 


Homo sapiens 


testis-specific gene 


298 


60 


2385 


gi 18480746 


Mus musculus 


olfactory receptor MOR26 1-10 


1336 


80 


2385 


gi21928655 


Homo sapiens 


seven transmembrane helix 
receptor 


1427 


90 


2385 


gi32052225 


Mus musculus 


olfactory receptor 
GA X6K02T2P3E9-434 1 246- 
4340281 


1336 


80 


2386 


gi 18480746 


Mus musculus 


olfactory receptor MOR26 1-10 


1336 


80 


2386 


gi21928655 


Homo sapiens 


seven transmembrane helix 
receptor 


1427 


90 


2386 


gi32052225 


Mus musculus 


olfactory receptor 
GA X6K02T2P3E9-4341246- 
4340281 


1336 


80 


2387 


gil3937888 


Homo sapiens 


AAH07052 Similar to 
heterogeneous nuclear 
ribonucleoprotein C 


196 


97 


2387 


gi337455 


Homo sapiens 


hnRNP C2 protein 


196 


97 


2387 


gi4139188 


Mus musculus 


heterogeneous nuclear 
ribonucleoprotein C1/C2; 
hnRNP C1/C2 


190 


95 


2388 


gi 19025 9 


Homo sapiens 


neuron-specific protein 


335 


100 


2388 


gi 190261 


Homo sapiens 


21 kDa protein 


335 


100 


2388 


gi56877 


Rattus norvegicus 


reading frame 1 


331 


98 


2389 


gil4573319 


Homo sapiens 


AF334755 1 interleukin-1 
HY2 


818 


100 


2389 


gil4573321 


Homo sapiens 


AF334756 1 interleukin-1 
HY2 


818 


100 


2389 


gi 18025 344 


Homo sapiens 


interleukin-1 receptor 
antagonist-like FIL1 theta 


804 


98 


2390 


gi27694303 


Homo sapiens 


Similar to keratin, hair, acidic, 
6 


694 


69 


2390 


gi3724099 


Homo sapiens 


type I hair keratin 1 


692 


69 


2390 


gi3724114 


Homo sapiens 


type I hair keratin 6 


694 


69 


2391 


gi32488718 


Oryza sativa 
(japonica cultivar- 
group) 


OSJNBa0088H09.19 


121 


41 
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2393 


gil4595019 


Homo sapiens 


keratin 6 irs 


362 


98 


2393 


gi27901522 


Homo sapiens 


keratin 6 irs3 


361 


98 


2393 


gi27901524 


Homo sapiens 


keratin 6 irs4 


353 


95 


2394 


gill 066090 


Homo sapiens 


AF195192JL matrix 
metalloprotease MMP-27 


507 


100 


2394 


gi 12006364 


Tupaia belangeri 


AF281673_1 matrix 
metalloproteinase-27 


458 


91 


2394 


gi3511149 


Gallus gallus 


matrix metalloproteinase 


353 


60 


2395 


gil 1066090 


Homo sapiens 


AF195192_1 matrix 
metalloprotease MMP-27 


507 


100 


2395 


gil2006364 


Tupaia belangeri 


AF281673_1 matrix 
metalloproteinase-27 


458 


91 


2395 


gi3511149 


Gallus gallus 


matrix metalloproteinase 


353 


60 


2396 


gi24710913 


Homo sapiens 


suppressor of fused 

A ST 


2599 


100 


2396 


gi5739507 


Homo sapiens 


AF175770_1 suppressor of 
fused 


2594 


99 


2396 


gi6689894 


Homo sapiens 


AF159447_1 Suppressor of 
Fused 


2599 


100 


2397 


gi20387087 


Oncorhynchus 
mykiss 


like-2 


155 


32 


2397 


gi2 16672 12 


Homo sapiens 


AF465766_1 
bactericidal/permeability- 
increasing protein-like 2 


535 


100 


2397 


gi28 173296 


Cyprinus carpio 


bactericidal permeability- 
increasing 

protein/lip op ol ys acchari de- 
binding protein 


161 


36 


2398 


gil 9526647 


Homo sapiens 


AF462348_1 oxidored-nitro 
domain-containing protein 


2019 


99 


2398 


gi28175624 


Mus musculus 


RIKEN cDNA 1810007P19 
gene 


1704 


86 


2398 


gi7303522 


Drosophila 
melanogaster 


CG13178-PA 


214 


29 


2399 


gil 9526647 


Homo sapiens 


AF462348_1 oxidored-nitro 
domain-containing protein 


2019 


99 


2399 


gi28 175624 


Mus musculus 


RIKEN cDNA 1810007P19 
gene 


1704 


86 


2399 


gi7303522 


Drosophila 
melanogaster 


CG13178-PA 


214 


29 


2400 


gi2072977 


Homo sapiens 


putative pi 50 


151 


100 


2400 


gi339771 


Homo sapiens 


ORF2 


151 


100 


2400 


gi339777 


Homo sapiens 


ORF2 contains a reverse 
transcriptase domain. 


151 


100 


2402 


gil 1493483 


Homo sapiens 


AF130117 48 PRO2550 


303 


64 


2402 


gi7020440 


Homo sapiens 


unnamed protein product 


310 


57 


2402 


gi7770139 


Homo sapiens 


AF1 19917 13 PRQ1722 


289 


60 


2404 


gil403325 


Homo sapiens 


MACH-beta-1 


122 


92 


2404 


gil403327 


Homo sapiens 


MACH-beta-2 


122 


92 


2405 


gil799570 


Rattus norvegicus 


TIP 120 


6200 


99 


2405 


gi29792160 


Homo sapiens 


TIP 120 protein 


6213 


99 


2405 


gi7688703 


Homo sapiens 


AF157326_1 TIP120 protein 


6200 


99 


2406 


gil3016701 


Homo sapiens 


activating coreceptor NKpSO 


1209 


97 


2406 


gi22449867 


Macaca fascicularis 


NKp80 NK receptor 


1105 


87 


2406 


gi7188567 


Homo sapiens 


AF175206_1 lectin-like 
receptor Fl 


1209 


97 
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2408 


gi21619190 


Homo sapiens 


-like lX-linked 


233 


80 


2408 


gi27695407 


Mus musculus 


Tbllx protein 


233 


80 


2408 


gi30353941 


Homo sapiens 


TBL1X protein 


233 


80 


2409 


gil2804613 


Homo sapiens 


AAH01728 


670 


82 


2409 


gil3279113 


Homo sapiens 


AAH04281 


670 


82 


2409 


gi 14043598 


Homo sapiens 


AAH07776 


670 


82 


2410 


gil2804613 


Homo sapiens 


AAH01728 


670 


82 


2410 


gil3279113 


Homo sapiens 


AAH0428 1 


670 


82 


2410 


gil4043598 


Homo sapiens 


AAH07776 


670 


82 


2411 


gil2804613 


Homo sapiens 


AAH01728 


670 


82 


2411 


gil3279113 


Homo sapiens 


AAH04281 


670 


82 


2411 


gil4043598 


Homo sapiens 


AAH07776 


670 


82 


2412 


gil3 182755 


Homo sapiens 


AF212237_1 HPHRP 


1816 


99 


2412 


gil5929309 


Homo sapiens 


Phosphotriesterase related 


1824 


100 


2412 


gi29791939 


Homo sapiens 


phosphotriesterase related 


1824 


100 


2414 


gi22539701 


Mus musculus 


4930506M07Rik protein 


2153 


93 


2414 


gi4778 


Saccharomyces 
cerevisiae 


Usol protein 


215 


23 


2414 


gi677198 


Saccharomyces 
cerevisiae 


putative 


217 


23 


2415 


gi27899969 


Homo sapiens 


unnamed protein product 


208 


66 


2415 


gi27900262 


Homo sapiens 


unnamed protein product 


208 


66 


2415 


gi6690248 


Homo sapiens 


AF090942 1 PRO0657 


192 


57 


2419 


gi!3377880 


Cricetulus 
longicaudatus 

, ae 


AF336043_1 arginine N- 
methyltransferase p82 isoform 


2585 


85 


2419 


gil3377882 


Cricetulus 
longicaudatus 


AF336044__1 arginine N- 
methyltransferase p77 isoform 


2534 


86 


2419 


gi 13 879453 


Mus musculus 


cDNA sequence BC006705 


2565 


87 


2420 


gil6306618 


Homo sapiens 


AAH01482 phosphatidylserine 
decarboxylase 


1645 


99 


2420 


gil91185 


Cricetulus griseus 


phosphatidylserine 
decarboxylase 


1544 


93 


2420 


gi27371042 


Xenopus laevis 


Similar to phosphatidylserine 
decarboxylase 


958 


57 


2421 


gi30041 


Homo sapiens 


COL2A1 


122 


28 


2421 


gi450394 


Homo sapiens 


alpha- 1 type II collagen 


122 


28 


2421 


gi930050 


Homo sapiens 




122 


28 


2422 


gi 13 874437 


Homo sapiens 


cerebral protein- 1 1 


159 


75 


2422 


gi20987344 


Mus musculus 


LOC212904 protein 


618 


69 


2422 


gi24980850 


Homo sapiens 




765 


100 


2423 


gi 13 543 940 


Homo sapiens 


Hypothetical protein 
DKFZp434B195 


2094 


99 


2423 


gil4035978 


Homo sapiens 


unnamed protein product 


2080 


98 


2423 


gil6923351 


Homo sapiens 


AF204270 1 RbBP-35 


1419 


98 


2424 


gi 18676660 


Homo sapiens 


FLJ00229 protein 


665 


99 


2424 


gi25955706 


Homo sapiens 


Similar to hypothetical protein 
MGC38041 


665 


99 


2424 


gi32484169 


Homo sapiens 




665 


99 


2425 


gi27549552 


Homo sapiens 


dipeptidyl peptidase IV-related 
protein-2 


410 


89 


2425 


gi29293087 


Homo sapiens 


dipeptidyl peptidase 9 


410 


89 


2425 


gi35 13303 


Homo sapiens 


R26984 1 


476 


100 


2426 


gi27549552 


Homo sapiens 


dipeptidyl peptidase IV-related 
protein-2 


410 


89 
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2426 


gi29293087 


Homo sapiens 


dipeptidyl peptidase 9 


410 


89 


2426 


gi35 13303 


Homo sapiens 


R26984 1 


476 


100 


2427 


gi27549552 


Homo sapiens 


dipeptidyl peptidase IV-related 
protein-2 


410 


89 


2427 


gi29293087 


Homo sapiens 


dipeptidyl peptidase 9 


410 


89 


2427 


gi3513303 


Homo sapiens 


R26984 1 


476 


100 


2428 


gil3097642 


Homo sapiens 


Ribosomal protein S25 


169 


100 


2428 


gil3279149 


Homo sapiens 


Ribosomal protein S25 


169 


100 


2428 


gi 13436422 


Homo sapiens 


Ribosomal protein S25 


169 


100 


2429 


gi21756739 


Homo sapiens 


unnamed protein product 


2539 


96 


2429 


gi23270822 


Homo sapiens 




2427 


96 


2429 


gi6453538 


Homo sapiens 


hypothetical protein 


2061 


99 


2430 


gi 12652695 


Homo sapiens 


AAH00096 HtrA-like serine 
protease 


1611 


92 


2430 


gi5870865 


Homo sapiens 


serine protease 


1611 


92 


2430 


gi7672669 


Homo sapiens 


AF141305 1 serine protease 
Htra2 


1611 


92 


2431 


gi24078514 


Mus museums 


AF454954 1 crossveinless-2 


561 


95 


2431 


gi32816043 


Mus musculus 


BMP-binding endothelial 
regulator precursor protein 


561 


95 


2431 


gi32892146 


Homo sapiens 


crossveinless-2 


595 


100 


2432 


gi 16502 169 


Salmonella enterica 
subsp. enterica 
serovar Typhi 


putative DNA methylase 


756 


85 


2432 


gi29 137981 


Salmonella enterica 
subsp. enterica 
serovar Typhi Ty2 


putative DNA methylase 


756 


85 


2432 


gi498768 


Serratia marcescens 


Deoxyadenosyl- 
methyl transf eras e 


337 


47 


2433 


gi 16974751 


Gallus gallus 


CALII 


184 




2433 


gi 19908346 


Gallus gallus 


chondrogenesis associated 

* 

lipocalin 


137 


37 


2433 


gi22090638 


Gallus gallus 


lipocalin-type prostaglandin D 
synthase 


137 


37 


2434 


gil7132791 


Nostoc sp. PCC 7120 


asparaginyl-tRNA synthetase 


766 


44 


2434 


gi22296200 


Thermosynechococc 
us elongatus BP-1 


asparaginyl-tRNA synthetase 


767 


41 


2434 


gi30259286 


Bacillus anthracis str. 
Ames 


asparaginyl-tRNA synthetase 


774 


43 


2435 


gil2655061 


Homo sapiens 


AAH01380 


532 


88 


2435 


gi23574788 


Macaca fascicularis 


succinate dehydrogenase 
flavoprotein subunit 


539 


89 


2435 


gi5759173 


Homo sapiens 


succinate dehydrogenase 
flavoprotein subunit 


532 


88 


2436 


gi21928188 


Mus musculus 


GPI-gamma 4; GPIgamma4 


853 


67 


2436 


gi29747988 


Mus musculus 


GPI-gamma 4 


853 


67 


2436 


gi30931171 


Mus musculus 


GPIgamma4 protein 


853 


67 


2437 


gil5082311 


Homo sapiens 


A AH 12061 -binding protein 3 


631 


98 


2437 


gi27503479 


Mus musculus 


Pcbp3 protein 


631 


98 


2437 


gi9957165 


Homo sapiens 


AF176329_1 alphaCP-3 


631 


98 


2438 


gil6553246 


Homo sapiens 


unnamed protein product 


254 


98 


2438 


gi21739662 


Homo sapiens 


hypothetical protein 


218 


88 


2438 


gi21752375 


Homo sapiens 


unnamed protein product 


218 


88 


2439 


gi 12804943 


Homo sapiens 


AAH01924 beta 


1660 


90 
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2439 


ei 189762 


Homo sapiens 


pyruvate dehydrogenase El- 
beta subunit 


1663 


91 


2439 


gi 190792 


Homo sapiens 


pyruvate dehydrogenase El- 
beta subunit precursor 


1663 


91 


2440 


gil64851 


Oryctolagus 
cuniculus 


calsequestrin precursor 


1903 , 


92 


2440 


gi2618621 


Mus musculus 


skeletal muscle calsequestrin 


1921 


93 


2440 


gi688292 


Homo sapiens 


calmitine; calsequestrine 


2012 


99 


2441 


gi 1177622 


Saccharomyces 
cerevisiae 


AOF1001 


177 


30 


2441 


gil3592175 


Leishmania major 


AC084329 1 ppg3 


193 


26 


2441 


gi28828184 


Dictyostelium 
discoideum 


similar to Leishmania major. 
Ppg3 


192 


26 


2442 


gi20380863 


Homo sapiens 


Similar to T cell receptor beta 
locus 


1364 


84 


2442 


gi307487 


Homo sapiens 


T-cell receptor beta 

i 


1498 


93 


2442 


gi85 15902 


Homo sapiens 


T cell receptor beta chain 


1300 


84 




gil4599484 


Homo sapiens 


AF3 33952 1 small proline-rich 
protein 2B 


453 


98 


2444 


gi33 67693 


Homo sapiens 


small proline-rich protein 

A A 


458 


100 


2444 


gi385227 


Homo sapiens 


small proline-rich protein 2 


453 


98 


2445 


gil3876336 


Mus musculus 


protocadherin gamma A5 


4081 


84 


2445 


gi5456942 


Homo sapiens 


protocadherin gamma A5 


4744 


99 


2445 


gi5457072 


Homo sapiens 


AF 1525 12 1 protocadherin 
gamma A5 short form protein 


4109 


100 


2447 


gi200962 


Mus musculus 


serine 1 ultra high sulfur 
protein 


262 


45 


2447 


gi200964 


Mus musculus 


serine 2 ultra high sulfur 
protein 


296 


49 


2447 


gi3228237 


Homo sapiens 


ultra high sulfer keratin 


261 


48 


2448 


gi 14764499 


Homo sapiens 


zinc finger protein 


849 


66 


2448 


gi!504006 


Homo sapiens 


similarto human ZFY protein. 


442 


36 


2448 


gi28204954 


Mus musculus 


Similar to zinc finger protein 


771 


70 


2450 


gi 17223 709 


Homo sapiens 


selenoprotein SelM 


235 


100 


2450 


gi 17223711 


Mus musculus 


selenoprotein SelM 


188 


78 


2450 


gi26351995 


Mus musculus 


unnamed protein product 


162 


76 


2451 


gi28848644 


Homo sapiens 


p02 protein 


181 


100 


2451 


gi30354510 


Homo sapiens 


TPT1 protein 


181 


100 


2451 


gi33285832 


Homo sapiens 


TCTP 


181 


100 


2452 


gil3937829 


Homo sapiens 


AAH07016 


946 


100 


2452 


gi 18 606299 


Homo sapiens 




946 


100 


2452 


gi3360432 


Homo sapiens 


osteopontin 


946 


100 


2453 


gi 143265 86 


Homo sapiens 


AF386078 1 serine-cysteine 
proteinase inhibitor clade C 
member 1 


360 


92 


2453 


gil79130 


Homo sapiens 


antitlirombin III 


360 


92 


2453 


gil8490839 


Homo sapiens 


, member 1 


360 


92 


2454 


gi37231 


Homo sapiens 


DNA topoisomerase II 


8439 


99 


2454 


gi3869382 


Homo sapiens 


DNA topoisomerase II beta 


8299 


99 


2454 


gi790988 


Cricetulus 
longicaudatus 




8167 


96 


2455 


gil881713 


Rattus norvegicus 


fatty acid transport protein 


222 


84 


2455 


gi20810561 


Mus musculus 


, member 1 


219 


82 


2455 


gi563829 


Mus musculus 


fatty acid transport protein 


219 


82 
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2456 


gil3277626 


Mus musculus 


homolog, subunit 7a 


247 


57 


2456 


gil5215085 


Mus musculus 


Cops7b protein 


428 


98 


2456 


gi3309176 


Mus musculus 


COP9 complex subunit 7b 


428 


98 


2457 


gil 80251 


Homo sapiens 


precerebellin 


183 


48 


2457 


gi6942096 


Mus musculus 


CBLN3 


472 


90 


2457 


gi6942098 


Mus musculus 


AF218380 1 CBLN3 


472 


90 


2458 


gil7861952 


Drosophila 
melanogaster 


LD01947p 


196 


55 


2458 


gi3 1432 182 


Orvza sativa 
(japonica cultivar- 
group) 


putative RIM2 protein 


158 


42 


2458 


gi7291183 


Drosophila 
melanoeaster 


CG1826-PA 


196 


55 


2459 


gi20387087 


Oncorhynchus 
mykiss 


like-2 


155 


32 


2459 


gi2 16672 12 


Homo sapiens 


AF465766_1 
bactericidal/permeability- 
increasing protein-like 2 


535 


100 


2459 


gi28 173296 


Cyprinus carpio 


bactericidal permeability- 
increasing 

protein/lipopolysaccharide- 
binding protein 


161 


36 


2460 


gi20387087 


Oncorhynchus 
mykiss 


like-2 


155 


32 


2460 


gi2 16672 12 


Homo sapiens 


AF465766 1 
bactericidal/permeability- 
increasing protein-like 2 


535 


100 


2460 


gi28 173296 


Cyprinus carpio 


bactericidal permeability- 
increasing 

protein/lipopolysaccharide- 
binding protein 


161 


36 


2461 


gi20387087 


Oncorhynchus 

mykiss 


like-2 


155 


32 


2461 


gi21667212 


Homo sapiens 


AF465766_1 

bacterici dal/p ermeabil it y- 

increasing protein-like 2 


535 


100 


2461 


gi28 173296 


Cyprinus carpio 


bactericidal permeability- 
increasing 

protein/1 ipopol ys ac char i de- 
binding protein 


161 


36 


2462 


gil0435038 


Homo sapiens 


unnamed protein product 


1718 


96 


2462 


gil 8257341 


Mus musculus 


Expressed sequence 
AW060207 


1044 


63 


2462 


gi24659229 


Homo sapiens 


hypothetical protein FLJ13150 


1727 


97 


2464 


gi27469556 


Homo sapiens 


Putative neuronal cell adhesion 
molecule 


180 


94 


2464 


gi4206390 


Homo sapiens 


putative neuronal cell adhesion 
molecule 


180 


94 


2465 


gi 12667401 


Homo sapiens 


AF3 26731 1 NUF2R 


2336 


99 


2465 


gi 143 17902 


Homo sapiens 


kinetochore protein Nuf2 


2336 


99 


2465 


gil 8043223 


Mus musculus 


NUF2R protein 


1744 


72 


2466 


gi23321257 


Homo sapiens 


ezrin-binding partner PACE-1 


3482 


97 


2466 


gi24209887 


Homo sapiens 


ezrin-binding protein PACE-1 


3381 


90 


2466 


gi29 144929 


Mus musculus 


Ezrin-binding partner PACE-1 


2738 


75 


2467 


gi21634823 


Homo sapiens 


AF389428 J semaphorin 6D 


1487 


97 
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isoform 3 






2467 


gi2 1634825 


Homo sapiens 


AF389429_1 semaphorin6D 
isoform 4 


1487 


97 


2467 


gi2 1634827 


Homo sapiens 


AF389430_1 semaphorin 6D 
isoform 1 


1487 


97 


2468 


gil3543141 


Mus musculus 


Slc37a3 protein 


141 


52 


2469 


gi21671105 


Homo sapiens 


RAD52B 


511 


100 


2469 


gi23468352 


Homo sapiens 


Similar to RAD52B 


511 


100 


2469 


gi32967621 


Mus musculus 


2410008M22Rik protein 


311 


66 


2470 


ei28626251 


Homo sapiens 


calcium-permeable store- 
operated channel TRPM3c 


289 


91 


2470 


gi28626253 


Homo sapiens 


calcium-permeable store- 
operated channel TRPM3d 


289 


91 


2470 


gi28626255 


Homo sapiens 


calcium-permeable store- 
operated channel TRPM3e 


289 


91 


2472 


gi20987880 


Mus musculus 


E130103I17Rik protein 


1605 


71 


2472 


gi28204917 


Mus musculus 


E130103I17Rik protein 


1594 


71 


2472 


gi4588087 


Homo sapiens 


AF095771_1 PTH-responsive 
osteosarcoma B 1 protein 


1864 


89 


2473 


gil3591434 


Homo sapiens 




413 


74 


2473 


gil3591435 


Homo sapiens 




416 


87 


2473 


gil9913471 


Homo sapiens 




413 


74 


2474 


gi28372402 


Homo sapiens 

•A. A. AAA ^» ^» v V r** A A A 


truncated transmembrane 
transport protein 


1271 


100 


2474 


gi3 1324239 


Homo sapiens 


proton-coupled amino acid 
transporter 


1263 


100 


2474 


ei31871291 


Homo sapiens 


proton/amino acid transporter 1 


1263 


100 


2475 


gi28372402 


Homo sapiens 


truncated transmembrane 
transport protein 


1271 


100 


2475 


gi3 1324239 


Homo sapiens 


proton-coupled amino acid 
transporter 


1263 


100 


2475 


ei31871291 


Homo sapiens 


proton/amino acid transporter 1 


1263 


100 


2476 


gill 138040 


Homo sapiens 


rat myomegalin mRNA is 
report ed in Acc# 
AF139185~similar to rat 
mvome ealin 


828 


97 


2476 


gill 138042 


Homo sapiens 


rat myomegalin mRNA is 
reported in Acc# 
AF139185~similar to rat 
myomegalin 


1091 


93 


2476 


gi 19263586 


Homo sapiens 


similar to rat myomegalin 


1085 


93 


2477 

jir* til 


eil9263005 


Ciona intestinalis 


leucine-rich repeat dvnein light 

A Vwf t-A v**' A- A A. A A- A- A A. ^v* A-*' W (L-X t* VX T A A. V A A X A A I » llv 

chain 


367 


66 


2477 

aw Iff 


ei2760161 

>— . A A^ 1 Vi* VV A. 'k^ A 


Anthocidaris 
crassispina 


outer arm dvnein lisht chain 2 

tL<A la^w'X ■LA' A AAA ^A T 11V1 XX X X fe^A A w V11I411 X ^» 


338 


63 


2477 


gi7303901 


Drosophila 
melanogaster 


CG8800-PA 


265 


51 


2478 


gil2666531 


Homo sapiens 


putative b,b-carotene-9\ 10- 
dioxygenase 


917 


99 


2478 


gil4582265 


Homo sapiens 


AF276432_1 putative carotene 
dioxygenase 


930 


100 


2478 


gi27370671 


Homo sapiens 


Similar to beta-carotene 
dioxygenase 2 


930 


100 


2479 


gil2666531 


Homo sapiens 


putative b J b-carotene-9 l J 10'- 
dioxygenase 


917 


99 
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2479 


gil4582265 


Homo sapiens 


AF276432_1 putative carotene 
dioxygenase 


930 


100 


2479 


gi27370671 


Homo sapiens 


Similar to beta-carotene 
dioxygenase 2 


930 


100 


2480 


gi 1079734 


Mus musculus 


citron 


718 


97 


2480 


gi30088970 


Homo sapiens 


rho/rac-interacting citron 
kinase 


696 


99 


2480 


gi3599509 


Mus musculus 


rho/rac-interacting citron 
kinase 


689 


97 


2481 


gi24980821 


Homo sapiens 


box polypeptide 26 


258 


100 


2481 


gi32485107 


Homo sapiens 


nexin-related serine protease 
inhibitor 


731 


94 


2481 


gi6062874 


Homo sapiens 


candidate tumor suppressor 
protein DICE1 


258 


100 


2482 


gil3383364 


Homo sapiens 


claudin-1 


1095 


99 


2482 


gil5214678 


Homo sapiens 


AAH 12471 claudin 1 


1095 


99 


2482 


gi7381083 


Homo sapiens 


AF134160_1 claudin-1 


1095 


99 


2483 


gi22902436 


Mus musculus 


Sphingosine- 1 -phosphate 

J. J. A. 

phosphatase 1 


616 


40 


2483 


gi23345324 


Homo sapiens 


sphingosine 1 -phosphate 
phosphohydrolase 2 


1513 


99 


2483 


gi29436890 


Mus musculus 


Similar to sphingosine- 1- 
phosphate phosphotase 2 


1406 


90 


2484 


gi2072977 


Homo sapiens 


putative pi 50 


137 


79 


2484 


gi339771 


Homo sapiens 


ORF2 


137 


79 


2484 


gi339777 


Homo sapiens 


ORF2 contains a reverse 
transcriptase domain. 


137 


79 


2485 


gi2072977 


Homo sapiens 


putative pi 50 


137 


79 


2485 


gi339771 


Homo sapiens 


ORF2 


137 


79 


2485 


gi339777 


Homo sapiens 


ORF2 contains a reverse 
transcriptase domain. 


137 


79 


2487 


gil8033185 


Danio rerio 


AF330001_1 UNC45-related 
protein 


1491 


79 


2487 


gi27436424 


Mus musculus 


striated muscle UNC45 


1757 


95 


2487 


gi27436426 


Homo sapiens 


striated muscle UNC45 


1800 


98 


2488 


gi26801168 


Gallus gallus 


condensin complex subunit 


1330 


44 


2488 


gi3851586 


Homo sapiens 


chromosome-associated 
protein-C 


1123 


63 


2488 


gi4092846 


Homo sapiens 


chromosome-associated 
polypeptide-C 


1123 


63 


2489 


gi2407911 


Homo sapiens 


C016 


1252 


99 


2489 


gi29437323 


Mus musculus 


Similar to cDNA for 
differentially expressed CO 16 
gene 


226 


40 


2489 


gi60 13073 


Mus musculus 


HemT-3 protein 


141 


27 


2490 


gil3 157560 


Homo sapiens 




2246 


99 


2490 


gil8147612 


Homo sapiens 


metalloprotease disintegrin 


2246 


99 


2490 


gi2 1908030 


Homo sapiens 


a disintegrin and 
metalloprotease domain 33 


2230 


98 


2491 


gil5 145793 


Sus scrofa 


basic proline-rich protein 


186 


34 


2491 


gi3858883 


Acanthamoeba 
castellanii 


myosin I heavy chain kinase 


218 


37 


2491 


gi4206769 


Acanthamoeba 
castellanii 


myosin I heavy chain kinase 


218 


37 


2492 


gil 136434 


Homo sapiens 


KIAA0187 


198 


72 
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2492 


gi21410151 


Mus musculus 


LOC2 13895 protein 


173 


62 


2492 


gi27696627 


Homo sapiens 


Ribosome biogenesis protein 
BMS1 homolog 


198 


72 


2493 


gil3559063 


Homo sapiens 




747 


100 


2493 


gi24416538 


Mus musculus 


1 70000 1 D09Rik protein 


631 


72 


2493 


gi9963863 


Homo sapiens 


AF226731 1 AD026 


688 


99 


2495 


gil56258 


Caenorhabditis 
elegans 


collagen 


139 


33 


2495 


gi2 1105301 


Mytilus 

galloprovincialis 


AF448525 1 precollagen-P 

i — -A L — 


152 


28 


2495 


gi2388676 


Mytilus edulis 


precollagen P 


148 


29 


2496 


gil56258 


Caenorhabditis 
elegans 


collagen 


139 


33 


2496 


gi21 105301 


Mytilus 

gall opr o vincialis 


AF448525 1 precollagen-P 


152 


28 


2496 


gi2388676 


Mytilus edulis 


precollagen P 


148 


29 


2497 


gil56258 


Caenorhabditis 
elegans 


collagen 


139 


33 


2497 


gi2 1105301 


Mytilus 

gall opr o vincialis 


AF448525_1 precollagen-P 


152 


28 


2497 


gi23 88676 


Mytilus edulis 


precollagen P 


148 


29 


2498 


gi203 80052 


Homo sapiens 




372 


32 


2498 


gi203 80522 


Mus musculus 


Col3al protein 


368 


31 


2498 


g i2 9 144943 


Mus musculus 


Col3al protein 


368 


•31 


2499 


gil4035874 


Homo sapiens 


unnamed protein product 


1100 


99 


2499 


gi 14035876 


Homo sapiens 


unnamed protein product 


1043 


99 


2499 


gi20070S42 


Homo sapiens 

XT 


similar to hypothetical protein 
FLJ 13448 


1297 


99 


2501 


gi2072964 


Homo sapiens 


putative pi 50 


399 


81 


2501 


gi2072967 


Homo sapiens 


putative pi 50 


400 


81 


2501 


gi339777 


Homo sapiens 


ORF2 contains a reverse 
transcriptase domain. 


399 


81 


2502 


gi30040280 


Shigella flexneri 2a 
str. 245 7T 


IS 103 orf 


731 


98 


2502 


gi30041139 


Shigella flexneri 2a 
str. 2457T 


IS 103 orf 


731 


98 


2502 


gi466695 


Escherichia coli 


orfAin IS 150 


731 


98 


2503 


gil2698037 


Homo sapiens 


KIAA1746 protein 


341 


100 


2503 


gi26344121 


Mus musculus 


unnamed protein product 


318 


92 


2503 


gi26351415 


Mus musculus 


unnamed protein product 


318 


92 


2504 


gi20269073 


Homo sapiens 


putative lipid kinase 


1035 


99 


2504 


gi2 1624340 


Homo sapiens 


cer amide kinase 


1035 


99 


2504 


gi2 1624342 


Mus musculus 


ceramide kinases 


829 


81 


2505 


gi3 12584 


Mus musculus 


biliary glycoprotein 


165 


27 


2505 


gi3 12586 


Mus musculus 


biliary glycoprotein 


165 


27 


2505 


gi3 12590 


Mus musculus 


biliary glycoprotein 


174 


30 


2506 


gi3 12584 


Mus musculus 


biliary glycoprotein 


165 


27 


2506 


gi3 12586 


Mus musculus 


biliary glycoprotein 


165 


27 


2506 


gi3 12590 


Mus musculus 


biliary glycoprotein 


174 


30 


2507 


g il480744 


Equus caballus 


type II collagen 


346 


29 


2507 


gi30041 


Homo sapiens 


COL2A1 


344 


29 


2507 


gi450394 


Homo sapiens 


alpha- 1 type II collagen 


344 


29 


2508 


gil483580 


Rattus norvegicus 


NTR2 receptor 


911 


81 


2508 


gil8490912 


Homo sapiens 


neurotensin receptor 2 


1072 


95 
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2508 


gi3901028 


Homo sapiens 


neurotensin receptor 2 


1074 


95 


2509 


gil049104 


Homo sapiens 


dystonin isoform 1 


221 


100 


2509 


gi 14530942 


Homo sapiens 


dystonin 2 


221 


100 


2509 


gil4530944 


Homo sapiens 


dystonin 2 


221 


100 


2510 


eil049104 


Homo sapiens 


dvstonin isoform 1 


221 


100 


2510 


gil4530942 


Homo sapiens 


dystonin 2 


221 


100 


2510 


sil4530944 


Homo saoiens 

JL JL V — 11 i V_/ wJ L7 J. X JL L.7 


dvstonin 2 

J L_" Ly V_" J, J. J. A J. 


221 


100 


2512 


eil572721 


Homo s aniens 


mesakarvocvte stimulating 

1 li. W L_LJ>Jt\.LJ>i. J \^ V L. Vp' L/liAAAA W-AMrVAAAte 

factor; MSF 


203 


23 




gil6041156 


Macaca fascicularis 

J- T ALAS/ L4 w XMVaF JL JL %«VA JL 


X-rav radiation resistance 
associated 1 protein 


710 


66 


2512 


gi 18676652 


Homo sapiens 


FLJ00225 protein 


761 


70 


2513 


gil572721 


Homo sapiens 


megakaryocyte stimulating 
factor; MSF 

-* 


203 


23 


2513 


gil6041156 


Macaca fascicularis 


X-ray radiation resistance 
associated 1 protein 


710 


66 


2513 


gil8676652 


Homo sapiens 


FLJ00225 protein 


761 


70 


2514 


gi26346328 


Mus musculus 


unnamed protein product 


965 


93 


2514 


gi33417011 


Mus musculus 




965 


93 


2514 


gi6330169 


Homo sapiens 


KIAA1 164 protein 


1005 


99 


2515 


gi26346328 


Mus musculus 


unnamed protein product 


965 


93 


2515 


ei33417011 


Mus musculus 

vLi V JL, %r*> LJ* JL A JL " * 




965 


93 


2515 


gi6330169 


Homo sapiens 

A- JL, ^*A JL JL L»f *--*- Kp» JL WJ. JL W 


KIAA1 164 protein 

A. T*h H A A^L JA A, A- Vp> ■ r A V JL A A 


1005 


99 


2516 


gil2857668 


Mus musculus 


unnamed protein product 


123 


43 


2516 


gi26327823 


Mus musculus 


unnamed protein product 


123 


43 


2517 


gi 1742903 8 


Ralstonia 

uUlulluvvuL L4.111 


PROBABLE ACYL-COA 
DEHYDROGENASE 
OX1DOREDUCTASE 
PROTEIN 

A AX. W A 1 > A J_ A 


676 


61 


2517 


ei22776354 


Ocean obacillus 
iheyensis HTE831 


acvl-CoA dehydrogenase 


660 


63 


2517 


ei28280023 


Mais musculus 


5730439E10Rik protein 


974 


84 


^518 


ei 1742903 8 


1_V£a 1 0 LV/A 1 1 £A 

solanacearum 

LJ A^:" JL - A. lv-V W W JL JL JL JL 


PROBABLE ACYL-COA 
DEHYDROGENASE 

a w*- 11 JL. JL A li JL u» B JL 1 At dLM n <T 

OXIDOREDUCTASE 
PROTEIN 


676 


61 


2518 


gi22776354 


Oceanobacillus 
iheyensis HTE831 


acyl-CoA dehydrogenase 


660 


63 


2518 


gi28280023 


Mus musculus 


5730439E10Rik protein 


974 


84 


2519 


gi 19070 124 


Mus musculus 


AF233346_1 zinc transporter- 
like 3 protein 


895 


95 


2519 


gi20563194 


Mus musculus 


AF395840 1 zinc transporter 6 


883 


93 


2519 


gi33338012 


Homo sapiens 


AF173387 1 MSTP103 


759 


94 


2520 


gi2 12451 


Gall us gallus 


nonmuscle myosin heavy chain 


182 


20 


2520 


gi2 12452 


Gallus gallus 


nonmuscle myosin heavy chain 


182 


20 


2520 


gi41 15748 


Bos taurus 


nonmuscle myosin heavy chain 
B 


182 


19 


2521 


gil8605758 


Mus musculus 


9030409GllRik protein 


1257 


94 


2521 


gi6526769 


Homo sapiens 


HRIHFB2003 


1200 


96 


2521 


gi7291408 


Drosophila 
melanogaster 


CG11206-PA 


263 


26 


2524 


gil3182757 


Homo sapiens 


AF212238 1 HTPAP 


843 


100 


2524 


gi21542541 


Homo sapiens 


Similar to HTPAP protein 


808 


100 


2524 


gi28381093 


Drosophila 


CG12746-PD 


410 


50 
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melanogaster 








2525 


gil3 182757 


Homo sapiens 


AF212238 1 HTPAP 


843 


100 


2525 


gi2 1542541 


Homo sapiens 


Similar to HTPAP protein 


808 


100 


2525 


gi28381093 


Drosophila 
melanogaster 


CG12746-PD 


410 


50 


2527 


gi 164 16764 


Homo sapiens 


AF3 15594 1 FKSG16 


1027 


100 


2527 


gil9353603 


Mus musculus 


DllErtdl8e protein 


337 


41 


2527 


gi3 1873637 


Homo sapiens 


hypothetical protein 


1014 


100 


2528 


gi 164 16764 


Homo sapiens 


AF3 15594 1 FKSG16 


1027 


100 


2528 


gil9353603 


Mus musculus 


DllErtdl8e protein 


337 


41 


2528 


gi3 1873637 


Homo sapiens 


hypothetical protein 


1014 


100 


2529 


gi32330803 


Mus musculus 


podocan protein 


1095 


90 


2529 


gi32330805 


Homo sapiens 


podocan protein 


1205 


97 


2529 


gi3786312 


Homo sapiens 


extracellular matrix protein 


281 


33 


2530 


gi20258604 


Homo sapiens 


sialic acid binding Ig-like 
lectin 5 


2913 


99 


2530 


gi2411475 


Homo sapiens 


OB binding protein-2 


2913 


99 


2530 


gi9454520 


Homo sapiens 


AC018755 5 SIGLEC5 


2913 


99 


2531 


gi20258604 


Homo sapiens 


sialic acid binding Ig-like 
lectin 5 


2913 


99 


2531 


gi2411475 


Homo sapiens 


OB binding protein-2 


2913 


99 


2531 


gi9454520 


Homo sapiens 


AC018755 5 SIGLEC5 


2913 


99 


2532 


gil3 183078 


Homo sapiens 


AF237652 1 a disintegrin-like 
and metalloprotease domain 
with thrombospondin type I 
motifs-like 3 


602 


74 


2532 


gil5099921 


Homo sapiens 


AF176313_1 ADAM-TS 
related protein 1 


874 


98 


2532 


gi20987759 


Homo sapiens 


Similar to ADAMTS-like 1 


886 


99 


2533 


gil78836 


Homo sapiens 


apolipoprotein C-II 


506 


100 


2533 


gi30582255 


Homo sapiens 


apolipoprotein C-II 


500 


99 


2533 


gi757915 


Homo sapiens 


apoCII protein 


506 


100 


2534 


gi 178836 


Homo sapiens 


apolipoprotein C-II 


506 


100 


2534 


gi305S2255 


Homo sapiens 


apolipoprotein C-II 


500 


99 


2534 


gi757915 


Homo sapiens 


apoCII protein 


506 


100 


2536 


gil7389292 


Homo sapiens 


LDL induced EC protein 


914 


98 


2536 


gi5924319 


Homo sapiens 


AF1 84939_1 LDL induced EC 
protein 


914 


98 


2536 


gi8518179 


Homo sapiens 


LDL induced endothelial cell 
protein 


941 


76 


2537 


gi28974490 


Homo sapiens 


lipoma HMGIC fusion-partner- 

X X 

like protein 


1071 


100 


2537 


gi30 102428 


Rattus norvegicus 


HMGIC fusion-partner-like 
protein 


1038 


95 


2537 


gi30411045 


Mus musculus 


Similar to lipoma HMGIC 
fusion partner 


1037 


94 


2538 


gil4603353 


Homo sapiens 


AAH10130 CGI-43 protein 


2362 


94 


2538 


gi23 092946 


Drosophila 
melanogaster 


CG14980-PB 


537 


28 


2538 


gi4929555 


Homo sapiens 


AF151801JI CGI-43 protein 


2219 


89 


2539 


gil2654633 


Homo sapiens 


Protein inhibitor of activated 
STAT3 


179 


84 


2539 


gil8606318 


Mus musculus 


Protein inhibitor of activated 
STAT 3, isoform 1 


179 


84 
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2539 


gi30582911 


Homo sapiens 


protein inhibitor of activated 
STAT3 


179 


84 


2540 


gi27449075 

**** 


Oreochromis 
mossambicus 


stearoyl-CoA desaturase 


743 


69 


2540 


gi29294686 


Homo sapiens 


SCD4 protein 


737 


100 


2540 


gi30350098 


Homo sapiens 


AF389338_1 acyl-CoA- 
desaturase 


1016 


100 


2541 


gil000867 


Homo sapiens 


DNA mismatch repair protein 


1931 


100 


2541 


gil000869 


Homo sapiens 


DNA mismatch repair protein 


1931 


100 


2541 


gil 8204306 


Homo sapiens 


AAH21566 


1931 


100 


2542 


gill 862941 


Mus musculus 


DDM36E 


430 


48 


2542 


gil9570398 


Homo s aniens 


hDDM36 


439 


49 


2542 


gi7650186 


Mus musculus 


AF 176694 1 neighbor of Punc 
ell protein 


430 


48 


2543 


gi2 1744725 


Homo sapiens 


AF478693 1 glycosyl- 
phosphatidyl-inositol-MAM 


717 


97 


2543 


gi25005318 


Sus scrofa 


MAM domain containing 
glycosylphosphatidylinositol 
anchor 1 


672 


91 


2543 


gi25005320 


Sus scrofa 


glycosylphosphatidylinositol 
anchor 1 protein 


672 


91 


2544 


gil2276198 


Homo sapiens 


AF333487 1 FKSG40 


543 


96 


2544 


gi 12408250 


Homo sapiens 


FKSG28 


543 


96 


2544 


gil 8652934 


Xenopus laevis 


Mig30 


514 


48 


2545 


gil 6769552 


Drosophila 
melanogaster 


LD38375p 


367 


51 


2545 


gi27696627 


Homo sapiens 


Ribosome biogenesis protein 
BMS1 homolog 


684 


93 


2545 


gi7294027 


Drosophila 
melanogaster 


CG7728-PA 


367 


51 


2546 


gil 2842044 


Mus musculus 


unnamed protein product 


375 


72 


2546 


gil8921437 


Mus musculus 


201 0004 A03Rik protein 


375 


72 


2546 


gi20987450 


Homo sapiens 


LOC146433 


468 


91 


2547 


gil016012 


Rattus norvegicus 


neural cell adhesion protein 
BIG- 2 precursor 


543 


93 


2547 


gi26891535 


Homo sapiens 


contactin 4 


570 


100 


2547 


gi29837411 


Homo sapiens 


BIG-2 


570 


100 


2548 


gi30 102449 

CP 


Homo sapiens 


lipoma HMGIC fusion-partner- 
like protein 


822 


100 


2548 


gi30908798 


Homo sapiens 


lipoma HMGIC fusion partner- 
like protein 4 


676 


78 


2548 


gi30908800 


Rattus norvegicus 


lipoma HMGIC fusion partner- 
like protein 4 


675 


78 


2549 


gil 3 097705 


Homo sapiens 


AAH0355 9, member 3 


237 


52 


2549 


gil340142 


Homo sapiens 


alpha 1 -antichym ©trypsin 


237 


52 


2549 


gi4165890 


Homo sapiens 


alpha- 1 -antichymotrypsin 
precursor 


237 


52 


2550 


gil850850 


Murid herpesvirus 4 


serine threonine rich 
glycoprotein 


207 


33 


2550 


gi21618556 


Homo sapiens 




4040 


97 


2550 


gi33304372 


Homo sapiens 


tastin 


4035 


97 


2551 


gil2053849 


Homo sapiens 


DREV protein 


1649 


98 


2551 


gil2053851 


Homo sapiens 


DREV1 protein 


1633 


98 


2551 


gi 12053 853 


Homo sapiens 


DREV protein 


1649 


98 
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2553 


gi 11990779 


Homo sapiens 




273 


50 


2553 


gi22760096 


Homo sapiens 


unnamed protein product 


538 


100 


2553 


gi28279813 


Homo sapiens 


Similar to hypothetical protein 
DKFZp434A171 


515 


97 


2554 


gill 125348 


Homo sapiens 


putative protein kinase 


2419 


99 


2554 


gi6933864 


Homo sapiens 


kinase deficient protein KDP 


2419 


99 


2554 


gi8272557 


Rattus norvegicus 


AF227741 1 protein kinase 
WNK1 


2340 


96 


2555 


gill 125348 


Homo sapiens 


putative protein kinase 


2419 


99 


2555 


gi6933864 


Homo sapiens 


kinase deficient protein KDP 


2419 


99 


2555 


gi8272557 


Rattus norvegicus 


AF227741 1 protein kinase 
WNK1 


2340 


96 


2556 


gi3599339 


Mus musculus 
domesticus 


ORF2 


138 


60 


2556 


gi3599342 


Mus musculus 
domesticus 


ORF2 


138 


60 


2556 


gi3599347 


Mus musculus 
domesticus 


ORF2 


138 


60 


2557 


gi 15020809 


Takifugu rubripes 


putative methionyl tRNA 
synthetase 


674 


74 


2557 


gi 1786 1592 


Drosophila 
melanogaster 


GH13807p 


567 


61 


2557 


gi23171238 


Drosophila 
melanogaster 


CG31322-PA 


567 


61 


2558 


gil5341975 


Homo sapiens 


AAH13184 Similar to major 
histocompatibility complex, 
class II, DP beta 1 


432 


72 


2558 


gil7389919 


Homo sapiens 


AAH17967 Similar to major 
histocompatibility complex, 
class II, DP beta 1 


814 


100 


2558 


gil88479 


Homo sapiens 


HLA-DPB 1 


432 


72 


2559 


gi!5779083 


Homo sapiens 


AAH 14609 


1122 


90 


2559 


gi3342737 


Homo sapiens 


R26660_2, partial CDS 


967 


86 


2559 


gi3478640 


Homo sapiens 


R26660_2, partial CDS 


138 


89 


2560 


gil5779083 


Homo sapiens 


AAH 14609 


1122 


90 


2560 


gi3342737 


Homo sapiens 


R26660 2, partial CDS 


967 


86 


2560 


gi3478640 


Homo sapiens 


R26660 2, partial CDS 


138 


89 


2561 


gil3991167 


Homo sapiens 


sialic acid-binding 
immunoglobulin-like lectin-like 
long splice variant 


661 


99 


2561 


gi 14625 822 


Homo sapiens 


AF282256 1 Siglec-Ll 


661 


99 


2561 


gi23272769 


Homo sapiens 


SIGLEC-like 1 


661 


99 


2562 


gil5132186 


Homo sapiens 


unnamed protein product 


1122 


88 


2562 


gil5 132529 


Homo sapiens 


unnamed protein product 


1122 


88 


2562 


gi21439502 


Homo sapiens 


unnamed protein product 


1122 


88 


2563 


gi202592 


Rattus norvegicus 


prealpha-2-macroglobulin 


238 


40 


2563 


gi671864 


Gallus gallus 


ovomacroglobulin, ovostatin 


230 


40 


2563 


gi671865 


Gallus gallus 


ovomacroglobulin, ovostatin 


230 


40 


2564 


gi25990364 


Homo sapiens 


AF3 19622 1 P-glycoprotein 


191 


100 



1 
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685 


BL00266 


Somatotropin, prolactin and related hormones 
proteins. 


BL00266A i5.6$^ a47e,ll 35-61 


686 


PR00836 


SOMATOTROPIN HORMONE FAMILY 
SIGNATURE 


PR00836A 14.40 2.862e-ll 79-92 
PR00836B 16.59 7.000e-ll 101-119 


686 


BL00266 


Somatotropin, prolactin and related hormones 
proteins. 


BL00266B 24.48 8.714e-21 79-116 
BL00266A 15.69 1.923e-14 35-61 
BL00266D 12.72 4.000e-ll 201-224 
BL00266C 13.66 3.700e-10 135-151 


688 


PR00836 


SOMATOTROPIN HORMONE FAMILY 
SIGNATURE 


PR00836B 16.59 2.895e-16 101-119 
PR00836A 14.40 2.800e-13 79-92 


688 


BL00266 


Somatotropin, prolactin and related hormones 
proteins. 


BL00266B 24.48 4.000e-29 79-116 
BL00266A 15.69 9.000e-19 35-61 
BL00266D 12.72 4.000e-ll 201-224 
BL00266C 13.66 4.000e-10 135-151 


689 


BL00284 


Serpins proteins. 


BL00284C 28.56 3.700e-26 185-226 
BL00284E 19.15 L333e-17 373-397 
BL00284A 15.64 8.714e-16 77-100 
BL00284D 16.34 7.279e-12 294-320 
BL00284B 17.99 4.825e-10 158-178 


690 


PR00390 


PHOSPHOLIPASE C SIGNATURE 


PR00390A 15.09 1.439e-20 191-209 


690 


BL00303 


S-100/ICaBP type calcium binding protein. 


BL00303B 26.15 4.971e-09 31-67 


690 


BL00292 


Cyclins proteins. 


BL00292A 22.87 5.114e-09 116-149 


691 


PF00756 


Putative esterase. 


PF00756C 14.12 1.108e-09 438-467 


691 


BL00120 


Lipases, serine proteins. 


BL00120B 11.37 4.462e-09 435-449 


693 


PR00573 


INTERLEUKIN 8B RECEPTOR 
SIGNATURE 


PR00573C 9.99 7.300e-10 38-46 


i 693 


PR00427 


INTERLEUKIN- S RECEPTOR 
SIGNATURE 


PR00427A 16.30 9.700e-10 34-48 


694 


BL01238 


GDA1/CD39 family of nucleoside 
phosphatases proteins. 


BL01238A 11.72 8.200e-16 104-118 
BL01238D 10.19 4.130e-15 248-261 
BL01238C 14.36 6.677e-12 219-240 
BL01238B 10.99 2.071e~10 176-186 


695 


PR00237 


RHODOPSIN-LIKE GPCR SUPERFAMTT ,Y 
SIGNATURE 


PR00237F 13.57 5.636e-10 239-263 


1 695 


BL00237 


G-protein coupled receptors proteins. 


BL00237C 13.19 5.034e-12 234-260 
BL00237A 27.68 8.600e-10 72-111 


\ 695 


PR00172 | 


GLUCOSE TRANSPORTER SIGNATURE 


PR00172C 9.51 2.612e-09 8-28 


696 


BL00615 | 


C-type lectin domain proteins. 


BL00615A 16.68 2.080e-ll 175-192 


698 


BL01238 j 


GDA1/CD39 family of nucleoside 
phosphatases proteins. 


BL01238A 11.72 4.240e-16 51-65 
BL01238D 10.19 2.703e-14 196-209 
BL01238C 14.36 2.662e-12 167-188 
BL01238B 10.99 6.538e-12 124-134 


700 


BL00037 


Myb DNA-bmdmg domain proteins repeat 

ntntpiTic wntpino 
piLILClilo piULClIlo. 


BL00037A 16.68 3.571e-ll 231-254 


700 


PF00569 


Zinc finger present in dystrophin, CBP/p300. 


PF00569 13.42 4.214e-10 184-200 


700 


PR00608 


CLASS II CYTOCHROME C SIGNATURE 


PR00608A 13.74 6.434e-10 118-141 


700 


PR00456 


RIBOSOMAL PROTEIN P2 SIGNATURE 


PR00456E 3.06 8.861e-09 123-137 
PR00456E 3.06 9.772e-09 122-136 


701 


PR00049 


WILM'S TUMOUR PROTEIN SIGNATURE 


PR00049D 0.00 1.000e-09 280-294 


703 


PF00650 


CRAL/TRIO domain proteins. 


PF00650D 24.34 1.776e-12 177-210 


703 


PR00180 1 


CELLULAR RETINALDEHYDE-BINDING 


PR00180A 10.11 7.231e-ll 37-59 



WO 2004/080148 PCT/US2003/030720 



292 

TABLE 3A 



SEQ 
ID 


Database 
entry ID 


Description 


Result* 






PROTEIN SIGNATURE 


PR00180D 12.78 9.769e- 10 202-221 


705 


PR00910 


LUTEO VIRUS ORF6 PROTEIN 
SIGNATURE 


PR00910A2.51 8.286e-09 756-768 


705 


BL00291 


Prion protein. 


BL00291A4.49 8.552e-09 196-230 


706 


BL00400 


LBP / BPI / CETP family proteins. 


BL00400D 23.26 7.222e-12 251-287 


708 


BL00478 


LIM domain proteins. 


BL00478B 14.79 3.000e-12 31-45 


710 


BL00604 


Synaptophysin / synaptoporin proteins. 


BL00604F 5.96 7.718e-10 1379-1423 


710 


PR00524 


CHOLECYSTOKININ TYPE A RECEPTOR 
SIGNATURE 


PR00524F 5.36 7.415e-09 1220-1233 


710 


BL00242 


Integrins alpha chain proteins. 


BL00242B 8.13 8.615e-09 469-478 


710 


BL00420 


Speract receptor repeat proteins domain 
proteins. 


BL00420A 20.42 3.571e-13 1043-1071 
BL00420A 20.42 9.082e-13 1125-1153 
BL00420A 20.42 2.038e-12 142-170 
BL00420A 20.42 4.462e-12 714-742 
BL00420A 20.42 8.962e-12 454-482 
BL00420A 20.42 9.135e-12 935-963 
BL00420A 20.42 9.827e-12 797-825 
BL00420A 20.42 1.327e-ll 202-230 
BL00420A 20.42 3.29 le- 11 803-831 
BL00420A 20.42 3.618e-ll 521-549 
BL00420A 20.42 4.927e-ll 589-617 
BL00420A 20.42 6.400e-ll 64-92 
BL00420A 20.42 8.036e-ll 451-479 
BL00420A 20.42 8.691e-ll 1323-1351 
BL00420A 20.42 9.345e-ll 199-227 
BL00420A 20.42 2.623e-10 944-972 
BL00420A 20.42 2.770e-10 100-128 
BL00420A 20.42 2.770e-10 842-870 
BL00420A 20.42 2.918e-10 741-769 
BL00420A 20.42 4.098e-10 1137-1165 
BL00420A 20.42 4.393e-10 696-724 
BL00420A 20.42 4.541e-10 1170-1198 
BL00420A 20.42 5.279e-10 1046-1074 
BL00420A 20.42 5.426e-10 296-324 
BL00420A 20.42 5.426e-10 1149-1177 
BL00420A 20.42 6.754e-10 747-775 
BL00420A 20.42 6.754e-10 1061-1089 
BL00420A 20.42 6.902e-10 1278-1306 
BL00420A 20.42 7.049e-10 624-652 
BL00420A 20.42 7.492e-10 1055-1083 
BL00420A 20.42 8.082e-10 1037-1065 
BL00420A 20.42 8.525e-10 836-864 
BL00420A 20.42 8.672e-10 187-215 
BL00420A 20.42 8.672e-10 598-626 
BL00420A 20.42 8.820e-10 139-167 
BL00420A 20.42 8.820e-10 896-924 
BL00420A 20.42 8.967e-10 717-745 
BL00420A 20.42 9.115e-10 314-342 
BL00420A 20.42 9.705e-10 923-951 
BL00420A 20.42 9.852e-10 369-397 
BL00420A 20.42 9.852e-10 806-834 
BL00420A 20.42 9.852e-10 1179-1207 
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BL00420A 20.42 1.138e-09 863-891 
BL00420A 20.42 1.415e-09 509-537 
BL00420A 20.42 1.415e-09 530-558 
BL00420A 20.42 2.523e-09 857-885 
BL00420A 20.42 2.800e-09 1182-1210 
BL00420A 20.42 2.938e-09 1426-1454 
BL00420A 20.42 3.077e-09 630-658 
BL00420A 20.42 3.354e-09 103-131 
BL00420A 20.42 3.492e-09 782-810 
BL00420A 20.42 3.492e-09 1064-1092 
BL00420A 20.42 3.631e-09 860-888 
BL00420A 20.42 3.769e-09 920-948 
BL00420A 20.42 4.185e-09 869-897 
BL00420A 20.42 4.600e-09 518-546 
BL00420A 20.42 5.015e-09 1317-1345 
BL00420A 20.42 5.292e-09 524-552 
BL00420A 20.42 5.431e-09 633-661 
BL00420A 20.42 5.569e-09 729-757 
BL00420A 20.42 5.569e-09 824-852 
BL00420A 20.42 5.569e-09 1049-1077 
BL00420A 20.42 6.123e-09 366-394 
BL00420A 20.42 6.262e-09 491-519 
BL00420A 20.42 6.538e-09 914-942 
BL00420A 20.42 6.954e-09 566-594 
BL00420A 20.42 6.954e-09 711-739 
BL00420A 20.42 6.954e-09 893-921 
BL00420A 20.42 7.369e-09 818-846 
BL00420A 20.42 7.923e-09 1471-1499 
BL00420A 20.42 8.062e-09 735-763 
BL00420A 20.42 8.477e-09 1347-1375 
BL00420A 20.42 8.754e-09 1095-1123 
BL00420A 20.42 9.031e-09 61-89 
BL00420A 20.42 9.308e-09 311-339 
BL00420A 20.42 9.308e-09 938-966 
BL00420A 20.42 9.446e-09 1299-1327 
BL00420A 20.42 9.585e-09 363-391 
BL00420A 20.42 9.723e-09 794-822 
BL00420A 20.42 9.862e-09 1302-1330 


710 


BL01113 


Clq domain proteins. 


BL01113A 17.99 1.290e- 15 423-449 
BL01113A 17.99 6.455e-14 1170-1196 
BL01113A 17.99 8.909e-14 509-535 
BL01113A 17.99 8.909e-14 812-838 
BL01113A 17.99 8.909e-14 815-841 
BL01113A 17.99 3.676e-13 854-880 
BL01113A 17.99 5.622e-13 1040-1066 
BL01113A 17.99 8.054e-13 788-814 
BL01113A 17.99 9.514e-13 589-615 
BL01113A 17.99 9.757e-13 363-389 
BL01113A 17.99 1.923e-12 1405-1431 
BL01113A 17.99 2.154e-12 845-871 
BL01113A 17.99 2.615e-12 932-958 
BL01113A 17.99 3.077e-12 953-979 
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BL01113A 17.99 3.308e-12 524-550 
BL01113A 17.99 3.769e-12 566-592 
BL01113A 17.99 3.769e-12 797-823 
BL01113A 17.99 4.231e-12 624-650 
BL01113A 17.99 4.462e-12 1242-1268 
BL01113A 17.99 5.154e-12 639-665 
BL01113A 17.99 5.846e-12 779-805 
BL01113A 17.99 6.308e-12 598-624 
BL01113A 17.99 6.538e-12 923-949 
BL01113A 17.99 6.538e-12 1046-1072 
BL01113A 17.99 7.462e-12 112-138 
BL01113A 17.99 7.692e-12 705-731 
BL01113A 17.99 8.615e-12 211-237 
BL01113A 17.99 8.846e-12 196-222 
BL01113A 17.99 9.769e-12 460-486 
BL01113A 17.99 1.000e-ll 1296-1322 
BL01113A 17.99 1.205e-ll 1043-1069 
BL01113A 17.99 1.409e-ll 821-847 
BL01113A 17.99 1.614e-ll 1182-1208 
BL01113A 17.99 1.818e-ll 747-773 
BL01113A 17.99 3.659e-ll 451-477 
BL01113A 17.99 4.273e-ll 914-940 
BL01113A 17.99 4.477e-ll 836-862 
BL01113A 17.99 4.886e-ll 729-755 
BL01113A 17.99 5.091e-ll 744-770 
BL01113A 17.99 5.091e-ll 1179-1205 
BL01113A 17.99 5.500e-ll 633-659 
BL01113A 17.99 5.500e-ll 714-740 
BL01113A 17.99 6.523e-ll 1468-1494 
BL01113A 17.99 6.727e-ll 205-231 
BL01113A 17.99 6.727e-ll 824-850 
BL01113A 17.99 7.341e-ll 1423-1449 
BL01113A 17.99 8.364e-ll 595-621 
BL01113A 17.99 9.386e-ll 687-713 
BL01113A 17.99 9.795e-ll 690-716 
BL01113A 17.99 1.000e-10 806-832 
BL01113A 17.99 L383e-10 494-520 
BL01113A 17.99 1.383e-10 803-829 
BL01113A 17.99 1.766e-10 560-586 
BLOl 113 A 17.99 1.766e-10 1414-1440 
BL01113A 17.99 2.149e-10 938-964 
BL01113A 17.99 2.340e-10 208-234 
BL01113A 17.99 2.723e-10 64-90 
BL01113A 17.99 2.915e-10 372-398 
BL01113A 17.99 2.915e-10 592-618 
BL01113A 17.99 2.915e-10 1368-1394 
BL01113A 17.99 3.298e-10 750-776 
BL01113A 17.99 3.872e-10 518-544 
BL01113A 17.99 5.404e-10 842-868 
BL01113A 17.99 5.596e-10 857-883 
BLOl 11 3 A 17.99 6.170e-10 794-820 
BL01113A 17.99 6.745e-10 148-174 
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BL01113A 17.99 6.745e-10 202-228 
BL01113A 17.99 6.745e-10 1251-1277 
BL01113A 17.99 7.3 19e-10 929-955 
BL01113A 17.99 7.319e-10 1305-1331 
BL01113A 17.99 7.51 le- 10 432-458 
BL01113A 17.99 7.702e-10 563-589 
BL01113A 17.99 7.702e-10 896-922 
BL01113A 17.99 8.085e-10 1176-1202 
BL01113A 17.99 8.277e-10 296-322 
BL01113A 17.99 8.660e-10 1317-1343 
BL01113A 17.99 9.234e~10 121-147 
BL01113A 17.99 9.426e-10 863-889 
BL01113A 17.99 1.346e-09 426-452 
BL01113A 17.99 1.519e-09 454-480 
BL01113A 17.99 1.692e-09 500-526 
BL01113A 17.99 1.692e-09 911-937 
BL01113A 17.99 1.865e-09 782-808 
BL01113A 17.99 2.038e-09 1284-1310 
BL01113A 17.99 2.212e-09 94-120 
BL01113A 17.99 2.212e-09 1365-1391 
BL01113A 17.99 2.385e-09 604-630 
BL01113A 17.99 2.385e-09 893-919 
BL01113A 17.99 2.385e-09 1098-1124 
BL01113A 17.99 2.731e-09 1161-1187 
BL01113A 17.99 2.904e-09 1465-1491 
BL01113A 17.99 3.077e-09 506-532 
BL01113A 17.99 3.423e-09 1143-1169 
BL01113A 17.99 3.423e-09 1320-1346 
BL01113A 17.99 3.769e-09 1408-1434 
BL01113A 17.99 3.769e-09 1462-1488 
BL01113A 17.99 3.942e-09 366-392 
BL01113A 17.99 3.942e-09 902-928 
BL01113A 17.99 3.942e-09 1037-1063 
BL01113A 17.99 3.942e-09 1185-1211 
BL01113A 17.99 4.115e-09 1290-1316 
BL01113A 17.99 4.462e-09 557-583 
BL01113A 17.99 4.462e-09 575-601 
BL01113A 17.99 4.981e-09 1055-1081 
BL01113A 17.99 5.154e-09 533-559 
BL01113A 17.99 5.327e-09 678-704 
BL01113A 17.99 5.327e-09 1031-1057 
BL01113A 17.99 5.500e-09 187-213 
BL01113A 17.99 5.500e-09 497-523 
BL01113A 17.99 5.500e-09 1332-1358 
BL01113A 17.99 5.673e-09 329-355 
BL01113A 17.99 5.673e-09 899-925 
BL01113A 17.99 6.192e-09 1006-1032 
BL01113A 17.99 6.192e-09 1155-1181 
BL01113A 17.99 6.365e-09 681-707 
BL01113A 17.99 6.538e-09 723-749 
BL01113A 17.99 6.538e-09 833-859 
BL01113A 17.99 6.712e-09 199-225 
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BL01113A 17.99 6.712e-09 720-746 
BL01113A 17.99 6.885e-09 839-865 
BL01113A 17.99 7.058e-09 145-171 
BL01113A 17.99 7.058e-09 190-216 
BL01113A 17.99 7.231e-09 1236-1262 
BL01113A 17.99 7.404e-09 830-856 
BL01113A 17.99 7.750e-09 684-710 
BL01113A 17.99 7.923e-09 905-931 
BL01113A 17.99 8.096e-09 696-722 
BL01113A 17.99 8.269e-09 630-656 
BL01113A 17.99 8.269e-09 1257-1283 
BL01113A 17.99 9.308e-09 299-325 
BL01113A 17.99 9.308e-09 944-970 
BL01113A 17.99 9.654e-09 457-483 
BL01113A 17.99 1.000e-08 67-93 
BL01113A 17.99 1.000e-08 908-934 


711 


PR00010 


TYPE II EGF-LIKE SIGNATURE 


PR00010C 11.16 4.545e-10 211-221 


711 


PD02283 


PROTEIN SPORULATION REPEAT 
PRECU. 


PD02283C 17.54 9.408e-10 3649-3676 


711 


PR00873 


ECHINOIDEA (SEA URCHIN) 
METALLOTHIONEIN SIGNATURE 


PR00873D 8.43 5.500e-09 4326-4344 


711 


PR00907 


THROMBOMODULIN SIGNATURE 


PR00907B 11.29 4.974e-10 4218-4234 
PR00907B 11.29 5.720e-09 162-178 


711 


BL00425 


Arthropod defensins proteins. 


BL00425 10.48 5.781e-09 1216-1234 


711 


PR00261 


LOW DENSITY LIPOPROTEIN (LDL) 
RECEPTOR SIGNATURE 


PR00261C 11.37 4,000e-20 1015-1036 
PR00261D 12.47 5.125e-20 892-913 
PR00261B 14.12 5.588e-20 3600-3621 
PR00261B 14.12 9.294e-20 1101-1122 
PR00261B 14.12 2.667e-19 1053-1074 
PR00261C 11.37 3.250e-19 2852-2873 
PR00261A 11.02 7.058e-19 1101-1122 
PR00261A 11.02 8.615e-19 1015-1036 
PR00261B 14.12 9.500e-19 933-954 
PR00261D 12.47 1.500e-18 3721-3742 
PR00261B 14.12 2.263e-18 3523-3544 
PR00261B 14,12 2.421e-18 2729-2750 
PR00261A 11.02 2.833e-18 1144-1165 
PR00261D 12.47 3.000e-18 1015-1036 
PR00261D 12.47 3.167e-18 1053-1074 
PR00261C 11.37 3.618e-18 1053-1074 
PR00261A 11.02 5.000e-18 3600-3621 
PR00261C 11.37 5.582e-18 2809-2830 
PR00261A 11.02 6.000e-18 1053-1074 
PR00261C 11.37 6.236e-18 1101-1122 
PR00261C 11.37 6.891e-18 3562-3583 
PR00261A 11.02 7.000e-18 892-913 
PR00261D 12.47 8.167e-18 1144-1165 
PR00261D 12.47 8.333e~18 1101-1122 
PR00261C 11.37 8.527e-18 3484-3505 
PR00261C 11.37 9.018e-18 2767-2788 
PR00261C 11.37 1.310e-17 1144-1165 
PR00261D 12.47 2.579e-17 3600-3621 
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PR00261B 14.12 2.650e-17 3680-3701 
PR00261D 12.47 2.737e-17 3680-3701 
PR00261C 11.37 3.017e-17 892-913 
PR00261B 14.12 3.250e-17 892-913 
PR00261A 11.02 4.158e-17 3562-3583 
PR00261F 11.57 5.673e-17 2938-2959 
PR00261A 11.02 6.368e-17 2809-2830 
PR00261A 11.02 6.684e-17 3680-3701 
PR00261A 11.02 6.842e-17 3364-3385 
PR00261C 11.37 8.138e-17 3680-3701 
PR00261A 11.02 8.895e-17 2729-2750 
PR00261C 11.37 9.845e-17 974-995 
PR00261D 12.47 1.153e-16 2767-2788 
PR00261D 12.47 1.153e-16 3364-3385 
PR00261F 11.57 1.321e-16 1015-1036 
PR00261D 12.47 1. 6 lOe- 16 2687-2708 
PR00261D 12.47 1. 9 15e- 16 974-995 
PR00261F 11.57 1.964e- 16 2599-2620 
PR00261D 12.47 2.831e-16 2852-2873 
PR00261B 14.12 2.887e-16 3364-3385 
PR00261B 14.12 3.032e-16 2809-2830 
PR00261A 11.02 3.136e-16 80-101 
PR00261D 12.47 3.441e-16 2809-2830 
PR00261D 12.47 3.441e-16 3484-3505 
PR00261C 11.37 3.951e-16 2938-2959 
PR00261C 11.37 4.246e-16 80-101 
PR00261D 12.47 4.356e-16 3523-3544 
PR00261E 11.08 5.000e-16 892-913 
PR00261C 11.37 5.279e-16 2729-2750 
PR00261D 12.47 7.407e-16 80-101 
PR00261E 11.08 7.500e-16 3680-3701 
PR00261B 14.12 7.532e-16 2767-2788 
PR00261A 11.02 7.712e-16 3484-3505 
PR00261F 11.57 8.07 le- 16 1053-1074 
PR00261B 14.12 8.403e-16 1015-1036 
PR00261C 11.37 8.525e-16 3364-3385 
PR00261F 11.57 8.714e-16 3809-3830 
PR00261A 11.02 8.932e-16 2767-2788 
PR00261F 11.57 9.357e-16 3523-3544 
PR00261D 12.47 1.429e-15 2599-2620 
PR00261B 14.12 1.554e-15 1144-1165 
PR00261A 11.02 1.726e-15 2852-2873 
PR00261D 12.47 1.857e-15 933-954 
PR00261C 11.37 2.000e-15 3523-3544 
PR00261B 14.12 2.108e-15 2599-2620 
PR00261B 14.12 2.246e-15 974-995 
PR00261F 11.57 2.397e-15 3444-3465 
PR00261D 12.47 2.714e-15 3404-3425 
PR00261E 11.08 3.211e-15 974-995 
PR00261A 11.02 3.323e-15 2687-2708 
PR00261E 11.08 3.526e-15 1053-1074 
PR00261D 12.47 4.429e-15 3562-3583 
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PR00261E 11.08 4.632e-15 1015-1036 
PR00261D 12.47 5.000e-15 2938-2959 
PR00261C 11.37 5.286e-15 3404-3425 
PR00261E 11.08 5.579e-15 2599-2620 
PR00261A 11.02 5.645e-15 3523-3544 
PR00261F 11.57 5.966e-15 2638-2659 
PR00261B 14.12 6.262e- 15 2938-2959 
PR00261F 11.57 6.276e-15 2852-2873 
PR00261C 11.37 6.286e-15 2638-2659 
PR00261E 11.08 6.684e-15 1101-1122 
PR00261C 11.37 7.286e-15 3809-3830 
PR00261B 14.12 8.062e-15 3444-3465 
PR00261E 11.08 8.421e-15 1144-1165 
PR00261F 11.57 9.690e-15 2767-2788 
PR00261B 14.12 1.000e-14 80-101 
PR00261F 11.57 1.145e-14 974-995 
PR00261F 11.57 1.581e-14 3364-3385 
PR00261A 11.02 2.246e-14 933-954 
PR00261C 11.37 2.478e-14 3641-3662 
PR00261B 14.12 2.853e-14 3721-3742 
PR00261A 11.02 3.63 le- 14 2938-2959 
PR00261D 12.47 3.813e-14 2729-2750 
PR00261D 12.47 3.813e-14 3809-3830 
PR00261E 11.08 3.850e-14 2767-2788 
PR00261E 11.08 4.300e-14 2729-2750 
PR00261C 11.37 4.358e-14 3444-3465 
PR00261E 11.08 4.450e-14 2938-2959 
PR00261D 12.47 4.797e-14 2558-2579 
PR00261E 11.08 4.900e-14 3809-3830 
PR00261F 11.57 4.919e-14 1101-1122 
PR00261F 11.57 5.355e-14 3641-3662 
PR00261C 11.37 6.104e-14 2599-2620 
PR00261E 11.08 6.400e-14 3641-3662 
PR00261A 11.02 7.092e-14 3809-3830 
PR00261B 14.12 7.221e-14 3809-3830 
PR00261B 14.12 7.353e-14 3641-3662 
PR00261F 11.57 7.823e-14 1144-1165 
PR00261B 14.12 7.882e-14 2687-2708 
PR00261E 11.08 8.350e-14 3721-3742 
PR00261E 11.08 8.650e-14 2809-2830 
PR00261D 12.47 9.016e-14 3641-3662 
PR00261C 11.37 9.328e-14 3721-3742 
PR00261D 12.47 9.719e-14 2638-2659 
PR00261C 11.37 1.522e-13 3600-3621 
PR00261F 11.57 2.688e-13 2729-2750 
PR00261E 11.08 2.828e-13 3404-3425 
PR00261A 11.02 2.853e-13 2558-2579 
PR00261B 14.12 2.901e-13 2852-2873 
PR00261E 11.08 2.969e-13 2852-2873 
PR00261E 11.08 2.969e-13 3764-3785 
PR00261A 11.02 3.515e-13 974-995 
PR00261C 11.37 3.609e-13 2687-2708 
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PR00261E 11.08 3.813e-13 3364-3385 
PR00261A 11.02 3.912e-13 3721-3742 
PR00261E 11.08 4.094e-13 1185-1206 
PR00261E 11.08 4.094e-13 2638-2659 
PR00261A 11.02 6.162e-13 3404-3425 
PR00261A 11.02 6.956e-13 2893-2914 
PR00261E 11.08 7.328e-13 3523-3544 
PR00261A 11.02 7.485e-13 2599-2620 
PR00261F 11.57 7.891e-13 2558-2579 
PR00261B 14.12 7.972e-13 2638-2659 
PR00261E 11.08 9.016e-13 3562-3583 
PR00261E 11.08 9.297e-13 2558-2579 
PR00261F 11.57 9.578e-13 3404-3425 
PR00261F 11.57 9.578e-13 3680-3701 
PR00261D 12.47 1.254e-12 3444-3465 
PR00261F 11.57 1.265e-12 2809-2830 
PR00261C 11.37 1.370e-12 933-954 
PR00261E 11.08 1.545e-12 2687-2708 
PR00261F 11.57 1.926e-12 3562-3583 
PR00261F 11.57 2.456e-12 3721-3742 
PR00261B 14.12 2.603e-12 3562-3583 
PR00261F 11.57 3.382e-12 1185-1206 
PR00261B 14.12 4.205e-12 3404-3425 
PR00261E 11.08 4.955e-12 2893-2914 
PR00261A 11.02 5.310e-12 3641-3662 
PR00261C 11.37 6.178e-12 125-146 
PR00261C 11.37 6.301e-12 1185-1206 
PR00261F 11.57 8.147e-12 3484-3505 
PR00261E 11.08 8.364e-12 80-101 
PR00261E 11.08 8.500e-12 125-146 
PR00261B 14.12 8.644e-12 3484-3505 
PR00261F 11.57 8.676e-12 892-913 
PR00261D 12.47 9.493e-12 2893-2914 
PR00261A 11.02 1.365e-ll 3444-3465 
PR00261F 11.57 L625e-ll 3764-3785 
PR00261E 11.08 1.643e-ll 3484-3505 
PR00261E 11.08 1.771e-ll 3600-3621 
PR00261A 11.02 2.58 le- 11 2638-2659 
PR00261A 11.02 2.824e-ll 1185-1206 
PR00261F 11.57 3.500e-ll 933-954 
PR00261C 11.37 5.263e-ll 2558-2579 
PR00261F 11.57 5.375e-ll 2687-2708 
PR00261D 12.47 7.081e-ll 125-146 
PR00261A 11.02 7.811e-ll 125-146 
PR00261F 11.57 8.500e-ll 3600-3621 
PR00261E 11.08 9.871e-ll 3444-3465 
PR00261F 11.57 2.320e-10 80-101 
PR00261F 11.57 2.920e-10 125-146 
PR00261C 11.37 3.813e-10 2893-2914 
PR00261B 14.12 5.111e-10 2558-2579 
PR00261D 12.47 6.377e-10 3764-3785 
PR00261D 12.47 6.610e-10 1185-1206 
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PR00261B 14.12 7.667e-10 125-146 
PR00261B 14.12 S.889e-10 1185-1206 
PR00261A 11.02 8.962e-10 3764-3785 
PR00261E 11.08 9.137e-10 933-954 
PR00261B 14.12 1.321e-09 2893-2914 
PR00261C 11.37 7.429e-09 3764-3785 


711 


BL01177 


Anaphylatoxin domain proteins. 


BL01177C 17.39 7.429e-09 2973-2991 
BL01177C 17.39 8.286e-09 200-218 


711 


BL00799 


Granulins proteins. 


BL00799E 14.64 8.627e-09 1201-1249 


111 


PR00764 
■ 


COMPLEMENT C9 SIGNATURE 


PR00764B 13.56 3.593e-15 1048-1068 
PR00764B 13.56 2.227e-13 3636-3656 
PR00764B 13.56 8.091e-13 1139-1159 
PR00764B 13.56 5.565e-12 928-948 
PR00764B 13.56 7.652e-12 1010-1030 
PR00764B 13.56 8.043e-12 3399-3419 
PR00764B 13.56 2.250e-ll 3595-3615 
PR00764B 13.56 4.000e-ll 3557-3577 
PR00764B 13.56 4.500e-ll 2762-2782 
PR00764B 13.56 6.000e-ll 969-989 
PR00764B 13.56 7.125e-ll 2633-2653 
PR00764B 13.56 8.875e-ll 2724-2744 
PR00764B 13.56 9.625e-ll 887-907 
PR00764B 13.56 6.377e-10 2804-2824 
PR00764B 13.56 1.338e-09 3479-3499 
PR00764B 13.56 1.563e-09 120-140 
PR00764B 13.56 3.025e-09 3439-3459 
PR00764B 13.56 3.925e-09 75-95 
PR00764B 13.56 5.388e-09 2594-2614 
PR00764B 13.56 6.963e-09 2553-2573 
PR00764B 13.56 8.425e-09 2933-2953 
PR00764B 13.56 8.763e-09 3518-3538 


711 


BL01187 


Calcium-binding EGF-like domain proteins 
pattern proteins. 


BL01187B 12.04 8.412e-15 206-221 
BL01187B 12.04 2.333e-12 3019-3034 
BL01187B 12.04 7.300e-ll 3895-3910 
BL01187B 12.04 4.600e-10 2979-2994 
BL01187B 12.04 4,825e-09 3855-3870 
BL01187A 9.98 5.500e-09 3003-3014 
BL01187A 9.98 9.625e-09 190-201 


711 


BL01209 


LDL-receptor class A (LDLRA) domain 
proteins. 


BL01209 9.31 8.313e-16 89-101 
BL01209 9.31 9.438e-16 1062-1074 
BL01209 9.31 3.368e-15 2818-2830 
BL01209 9.31 3.842e-15 1110-1122 
BL01209 9.31 4.316e-15 901-913 
BL01209 9.31 4.000e-14 2608-2620 
BL01209 9.31 4.000e-14 3413-3425 
BL01209 9.31 5.125e-14 3571-3583 
BL01209 9.31 5.500e-14 1194-1206 
BL01209 9.31 7.750e-14 2902-2914 
BL01209 9.31 8.125e-14 3650-3662 
BL01209 9.31 9.250e-14 1153-1165 
BL01209 9.31 1.000e-13 3730-3742 
BL01209 9.31 6.700e-13 2738-2750 
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BL01209 9.31 7.000e-13 3689-3701 








BL01209 9.31 8.500e-13 2696-2708 








BL01209 9.31 3.605e-12 2567-2579 








BL01209 9.31 7.632e-12 3453-3465 








BL01209 9.31 8. 105e-12 2776-2788 








BL01209 9.31 8.579e-12 1024-1036 








BL01209 9.31 1.196e-ll 2861-2873 








BL01209 9.31 3.543e-ll 134-146 








BL01209 9.31 5.109e-ll 3373-3385 








BL01209 9.31 6.087e-ll 2947-2959 








BL01209 9.31 6.478e-ll 3609-3621 








BL01209 9.31 9.413e-ll 3773-3785 








BL01209 9.31 1.346e-10 3818-3830 








BL01209 9.31 3.769e-10 3493-3505 








BL01209 9.31 4.115e-10 3532-3544 








BL01209 9.31 4.981e-10 942-954 








BL01209 9.31 7.231e-10 983-995 








BL01209 9.31 9.679e-09 2647-2659 


711 


PR00054 


FUNGAL ZN-CYS BINUCLEAR 
CLUSTER SIGNATURE 


PR00054B 8.73 L000e-08 3605-3611 


712 


BL01209 


LDL-receptor class A (LDLRA) domain 
proteins. 


BL01209 9.31 8.313e-16 89-101 
BL01209 9.31 3.543e-ll 134-146 


712 


PR00261 


LOW DENSITY LIPOPROTEIN (LDL) 
RECEPTOR SIGNATURE 


PR00261A 11.02 3.288e-16 80-101 
PR00261C 11.37 9.115e-16 80-101 
PR00261D 12.47 3.286e-15 80-101 
PR00261B 14.12 5.985e-15 80-101 
PR00261C 11.37 6.178e-12 125-146 
PR00261E 11.08 8.227e-12 80-101 
PR00261E 11.08 8.500e-12 125-146 
PR00261F 11.57 6.875e-ll 80-101 
PR00261D 12.47 7.08 le- 11 125-146 
PR00261A 11.02 7.8 lie- 11 125-146 
PR00261F 11.57 2.920e-10 125-146 
PR00261B 14.12 7.667e-10 125-146 


712 


PR00764 


COMPLEMENT C9 SIGNATURE 


PR00764B 13.56 L563e-09 120-140 


712 


PR00907 


THROMBOMODULIN SIGNATURE 


PR00907B 11.29 5.720e-09 162-178 


714 


BL00232 


Cadherins extracellular repeat proteins 


BL00232B 32.79 2.765e-25 233-280 






domain proteins. 


BL00232B 32.79 8.263e-22 458-505 






BL00232B 32.79 4.571e-19 1193-1240 
BL00232B 32.79 8.857e-19 1083-1130 
BL00232B 32.79 2.662e-18 1403-1450 
BL00232B 32.79 5.292e-18 979-1026 
BL00232B 32.79 9.585e-18 1298-1345 
BL00232B 32.79 1.265e-17 672-719 
BL00232B 32.79 1.529e-17 118-165 
BL00232B 32.79 2.588e-17 776-823 
BL00232B 32.79 1.386e-16 876-923 
BL00232C 10.65 5.390e-12 1081-1098 
BL00232C 10.65 L391e-ll 334-351 
BL00232C 10.65 2.174e-ll 1296-1313 
BL00232C 10.65 4.522e-ll 1401-1418 
BL00232C 10.65 4.115e-10 977-994 
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BL00232B 32.79 7.200e-10 341-388 
BL00232C 10.65 9.827e-10 670-687 
BL00232C 10.65 4.474e-09 874-891 
BL00232C 10.65 8.737e-09 231-248 


714 


PR00205 


CADHERIN SIGNATURE 


PR00205B 11.39 4.353e-ll 977-994 
PR00205B 11.39 4.529e-ll 231-248 
PR00205B 11.39 7.529e-ll 1081-1098 
PR00205B 11.39 1.655e-10 1296-1313 
PR00205B 11.39 4.764e-10 1191-1208 
PR00205B 11.39 5.091e-10 1401-1418 
PR00205B 11.39 6.400e-10 456-473 
PR00205B 11.39 l.OOOe-09 334-351 
PR00205B 11.39 1.763e-09 874-891 
PR00205B 11.39 7.712e-09 563-580 
PR00205B 11.39 9.085e-09 670-687 


715 


BL00232 


Cadherins extracellular repeat proteins 
domain proteins. 

i 


BL00232B 32.79 2.765e-25 233-280 
BL00232B 32.79 8.263e-22 458-505 
BL00232B 32.79 4.571e-19 1193-1240 
BL00232B 32.79 8.857e-19 1083-1130 
BL00232B 32.79 2.662e-18 1403-1450 
BL00232B 32.79 5.292e-18 979-1026 
BL00232B 32.79 9.585e-18 1298-1345 
BL00232B 32.79 1.265e-17 672-719 
BL00232B 32.79 1.529e-17 118-165 
BL00232B 32.79 2.588e-17 776-823 
BL00232B 32.79 1.386e-16 876-923 
BL00232C 10.65 5.390e-12 1081-1098 
BL00232C 10.65 1.391e-ll 334-351 
BL00232C 10.65 2.174e-ll 1296-1313 
BL00232C 10.65 4.522e- 11 1401-1418 
BL00232C 10.65 4.115e-10 977-994 
BL00232B 32.79 7.200e-10 341-388 
BL00232C 10.65 9.827e-10 670-687 
BL00232C 10.65 4.474e-09 874-891 
BL00232C 10.65 8.737e-09 231-248 


715 


PR00205 


CADHERIN SIGNATURE 


PR00205B 11.39 4.353e-ll 977-994 
PR00205B 11.39 4.529e-ll 231-248 
PR00205B 11.39 7.529e-ll 1081-1098 
PR00205B 11.39 1.655e-10 1296-1313 
PR00205B 11.39 4.764e-10 1191-1208 
PR00205B 11.39 5.091e-10 1401-1418 
PR00205B 11.39 6.400e- 10 456-473 
PR00205B 11.39 l.OOOe-09 334-351 
PR00205B 11.39 1.763e-09 874-891 
PR00205B 11.39 7.712e-09 563-580 
PR00205B 11.39 9.085e-09 670-687 


716 


BL00708 


Prolyl endopeptidase family serine proteins. 


BL00708B 24.91 7.197e-12 706-736 


716 


PF00930 


Dipeptidyl peptidase IV (DPP IV) N-terminal 
region. 


PF009301 15.96 6.373e-17 748-775 
PF00930H 20.16 2.482e-13 669-711 
PF00930J8.78 1.000e-ll 800-820 
PF00930G 21.30 9.613e-09 629-666 


717 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 3.118e-14 156-172 
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BL00028 16.07 1.900e-13 352-368 
BL00028 16.07 2.565e-12 240-256 
BL00028 16.07 4. 130e-12 212-228 
BL00028 16.07 8.435e-12 324-340 
BL00028 16.07 5.154e-ll 268-284 
BL00028 16.07 6.192e-ll 296-312 
BL00028 16.07 6.885e-ll 184-200 


717 


PD00066 


PROTEIN ZINC-FINGER METAL-BINDI. 


PD00066 13.92 8.800e-14 172-184 
PD00066 13.92 4.857e-12 200-212 
PD00066 13.92 5.286e-12 228-240 
PD00066 13.92 6.143e-12 340-352 
PD00066 13.92 7.000e-12 256-268 
PD00066 13.92 2.957e-ll 312-324 
PD00066 13.92 5.304e-ll 50-62 
PD00066 13.92 7.231e-10 78-90 
PD00066 13.92 3.100e-09 284-296 


717 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 5.909e-15 321-334 
PR00048A 10.52 1.000e-14 181-194 
PR00048A 10.52 1.000e-14 349-362 
PR00048A 10.52 3.571e-13 237-250 
PR00048A 10.52 4.857e-13 153-166 
PR00048A 10.52 1.947e-ll 209-222 
PR00048A 10.52 3.842e-ll 265-278 
PR00048A 10.52 5.737e-ll 293-306 
PR00048B 6.02 9.308e-ll 197-206 
PR00048B 6.02 6.063e-10 225-234 
PR00048B 6.02 6.063e-10 365-374 
PR00048B 6.02 8.875e-10 169-178 
PR00048B 6.02 5.737e-09 337-346 
PR00048B 6.02 9.053e-09 309-318 


718 


DM01206 


CORONA VIRUS NUCLEOCAPSID 
PROTEIN. 


DM01206B 10.69 3.278e-09 70-89 
DM01206B 10.69 4,418e-09 105-124 


718 


BL00048 


Protamine PI proteins. 


BL00048 6.39 7.107e-16 64-90 BL00048 
6.39 9.196e-16 63-89 BL00048 6.39 
1.132e-12 62-88 BL00048 6.39 2.059e- 
12 66-92 BL00048 6.39 3.250e-12 65-91 
BL00048 6.39 7.618e-12 92-118 
BL00048 6.39 2.625e-ll 60-86 BL00048 
6.39 6.500e-ll 113-139 BL00048 6.39 
6.750e-ll 78-104 BL00048 6.39 6.875e- 
11 104-130 BL00048 6.39 7.125e-ll 
112-138 BL00048 6.39 8.625e-ll 74-100 
BL00048 6.39 2.539e-10 108-134 
BL00048 6.39 4.434e-10 61-87 BL00048 
6.39 5.855e-10 110-136 BL00048 6.39 
6.921e-10 98-124 BL00048 6.39 7.158e- 
10 109-135 BL00048 6.39 7.750e-10 97- 
123 BL00048 6.39 8.105e-10 79-105 
BL00048 6.39 8.579e-10 19-45 BL00048 
6.39 8.934e-10 94-120 BL00048 6.39 
9.526e-10 103-129 BL00048 6.39 
1.675e-09 101-127 BL00048 6.39 
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1.900e-09 73-99 BL00048 6.39 3.250e- 
09 81-107 BL00048 6.39 3.475e-09 111- 
137 BL00048 6.39 3.700e-09 82-108 
BL00048 6.39 3.700e-09 96-122 
BL00048 6.39 4.263e-09 99-125 
BL00048 6.39 5.163e-09 107-133 
BL00048 6.39 5.275e-09 67-93 BL00048 
6.39 5.275e-09 80-106 BL00048 6.39 
5.388e-09 49-75 BL00048 6.39 6.738e- 
09 116-142 BL00048 6.39 7.975e-09 
124-150 BL00048 6.39 8.650e-09 52-78 
BL00048 6.39 8.763e-09 18-44 BL00048 
6.39 9. 100e-09 21-47 BL00048 6.39 
9.550e-09 76-102 BL00048 6.39 9.550e- 
09 100-126 BL00048 6.39 9.663e-09 
102-128 BL00048 6.39 1.000e-08 77-103 


720 


PD01719 


PRECURSOR GLYCOPROTEIN SIGNAL 
RE. 


PD01719A 12.89 5.875e-20 1548-1575 
PD01719A 12.89 8.200e-17 1719-1746 
PD01719A 12.89 9.182e-17 1491-1518 
PD01719A 12.89 4.569e-16 1434-1461 
PD01719A 12.89 7.286e-14 1605-1632 
PD01719A 12.89 2.364e-13 1662-1689 


720 


BLOl 187 


Calcium-binding EGF-like domain proteins 
pattern proteins. 


BL01187B 12.04 6.538e-16 2348-2363 
BL01187B 12.04 3.647e-15 2191-2206 
BL01187B 12.04 5.696e-13 2108-2123 
BL01187B 12.04 7.261e-13 2232-2247 
BL01187A 9.98 4.316e-ll 2172-2183 
BL01187A 9.98 1.429e-10 2047-2058 
BL01187B 12.04 2.286e-10 2023-2038 
BLOl 187A 9.98 1.750e-09 2332-2343 


720 


BLOl 177 


Anaphylatoxin domain proteins. 


BL01177D 17.50 5.167e-09 2042-2059 


720 


BL00240 


Receptor tyrosine kinase class EI proteins. 


BL00240B 24.70 2.256e-10 1000-1023 
BL00240B 24.70 5.395e-10 450-473 
BL00240B 24.70 3.681e-09 1090-1113 
BL00240B 24.70 6.170e-09 634-657 


720 


PR00010 


TYPE II EGF-LIKE SIGNATURE 


PR00010C 11.16 2.091e-10 2353-2363 
PR00010C 11.16 6.357e-09 2196-2206 


720 


PD02870 


RECEPTOR INTERLEUKIN- 1 
PRECURSOR. 


PD02870B 18.83 6.294e-ll 763-795 
PD02870B 18.83 8.306e-ll 1126-1158 
PD02870D 15.74 4.800e-10 1126-1160 
PD02870B 18.83 7.400e-10 393-425 
PD02870B 18.83 9.600e-10 670-702 
PD02870B 18.83 1.862e-09 945-977 
PD02870B 18.83 3.585e-09 1215-1247 
PD02870D 15.74 6.553e-09 854-888 
PD02870B 18.83 6.745e-09 1306-1338 


720 


BL00281 


Bowman-Birk serine protease inhibitors 
family proteins. 


BL00281A 14.18 6.754e-09 2018-2034 


720 


BL00022 


EGF-like domain proteins. 


BL00022B 7.54 1.900e-09 2357-2363 
BL00022B 7.54 7.300e-09 2200-2206 


720 


BL00799 


Granulins proteins. 


BL00799B 11.02 7.429e-09 2014-2049 


720 


DM00864 


EGF-LIKE DOMAIN. 


DM00864B 11.34 7.465e-09 2196-2214 
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720 


PD02327 


GLYCOPROTEIN ANTIGEN PRECURSOR 
IMMUNOGLO. 


PD02327B 19.84 7.818e-09 450-471 


720 


DM01688 


2 POLY-IG RECEPTOR. 


DM01688D 13.44 2.756e-09 679-701 
DM01688G 16.45 6.040e-09 1210-1241 
DM01688D 13.44 8.244e-09 26-48 


720 


DM00179 


w KINASE ALPHA ADHESION T-CELL. 


DM00179 13.97 5.737e-10 119-128 
DM00179 13.97 9.053e-10 494-503 
DM00179 13.97 6.870e-09 25-34 
DM00179 13.97 8.043e-09 1223-1232 
DM00179 13.97 8.435e-09 401-410 


720 


PR00907 


THROMBOMODULIN SIGNATURE 


PR00907B 11.29 2.479e-ll 2344-2360 
PR00907B 1 1.29 3.688e-10 2228-2244 
PR00907G 11.63 9.660e-10 2348-2374 
PR00907G 11.63 9.745e-10 2232-2258 
PR00907G 11.63 9.027e-09 2108-2134 


720 


PD00015 


GLYCOPROTEIN PRECURSOR CELL SI. 


PD00015B 5.21 1.000e-08 1279-1285 


721 


BL00674 


AAA-protein family proteins. 


BL00674B 4.46 1.122e-09 452-473 


721 


BL00300 


SRP54-type proteins GTP -binding domain 
proteins. 


BL00300B 20.56 3.228e-09 452-497 


722 


BL00211 


ABC transporters family proteins. 


BL00211B 13.37 9.053e-22 618-649 
BL00211B 13.37 3.314e-13 1430-1461 
BL00211A 12.23 2.385e-ll 515-526 
BL00211A 12.23 1.529e-10 1327-1338 


722 


PR00326 


GTP1/OBG GTP -BINDING PROTEIN 
FAMILY SIGNATURE 


PR00326A 8.75 1.129e-09 513-533 
PR00326A 8.75 2.671e-09 1325-1345 


722 


BL00649 


G-protein coupled receptors family 2 proteins. 


BL00649F 14.99 4.761e-09 857-878 


723 


BL00130 


Uracil-DNA glycosylase proteins. 


BL00130A 13.75 1.000e-08 576-588 


724 


BL00072 


Acyl-CoA dehydrogenases proteins. 


BL00072E 24.12 5.014e-12 156-198 
BL00072D 30.08 7.136e-10 67-117 


725 


BL00740 


MAM domain proteins. 


BL00740A 13.87 7. 188e- 12 409-421 


725 


PR00020 


MAM DOMAIN SIGNATURE 


PR00020A 18.17 9.816e-12 407-425 


725 


PR00907 


THROMBOMODULIN SIGNATURE 


PR00907B 11.29 4.082e-ll 143-159 


725 


PF00094 


von Willebrand factor type D domain 
proteins. 


PF00094A 11.09 5.109e-09 138-147 


725 


BL00243 


Integrins beta chain cysteine-rich domain 
proteins. 


BL00243H 17.53 7.632e-09 68-93 


725 


BL01177 


Anaphylatoxin domain proteins. 


BL01177E 20.64 9.882e-09 145-171 


725 


BL01187 


Calcium-binding EGF-like domain proteins 
pattern proteins. 


BL01187B 12.04 9.100e-14 236-251 
BL01187B 12.04 5.333e-12 191-206 
BL01187B 12.04 6.333e-12 109-124 
BL01187A 9.98 9.250e-09 172-183 
BL01187A 9.98 1.000e-08 217-228 


727 


PD00930 


PROTEIN GTP AS E DOMAIN 
ACTIVATION. 


PD00930B 33.72 6.108e-22 898-938 
PD00930A 25.62 3.415e-14 775-800 


727 


BL00479 


Phorbol esters / diacylglycerol binding 
domain proteins. 


BL00479B 12.57 4.706e-12 724-739 


727 


PF00620 


GTPase-activator protein for Rho-like 
GTPases. 


PF00620B 14.20 6.000e-10 825-841 


727 


BL01240 


Purine and other phosphorylases family 2 
proteins. 


BL01240C 25.01 1.414e-09,36-77 


729 


BL00142 


Neutral zinc metallopeptidases, zinc-binding 


BL00142 8.38 8. 875e-10 412-422 
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region proteins. 




729 


PD01719 


PRECURSOR GLYCOPROTEIN SIGNAL 
RE. 


PD01719A 12.89 4.150e-15 572-599 
PD01719A 12.89 3.487e-10 1222-1249 
PD01719A 12.89 6.447e-10 1166-1193 
PD01719A 12.89 1.778e-09 1425-1452 
PD01719A 12.89 7.556e-09 1091-1118 


735 


BL00741 


Guanine-nucleotide dissociation stimulators 
CDC24 family sign. 


BL00741B 14.27 1.333e-14 302-324 


742 


PR00205 


CADHERIN SIGNATURE 


PR00205B 11.39 3.571e-13 656-673 
PR00205B 11.39 9.357e-13 233-250 
PR00205B 11.39 9.413e-12 339-356 
PR00205B 11.39 7.055e-10 450-467 
PR00205B 11.39 8.691e-10 553-570 


742 


BL00232 


Cadherins extracellular repeat proteins 
domain proteins. 


BL00232B 32.79 8.615e-24 235-282 
BL00232B 32.79 3.631e-18 555-602 
BL00232B 32.79 9.862e-18 452-499 
BL00232B 32.79 2.110e-15 125-172 
BL00232C 10.65 6.500e-13 233-250 
BL00232C 10.65 8.750e-13 656-673 
BL00232C 10.65 6.087e-ll 339-356 
BL00232C 10.65 9.827e-10 450-467 


745 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 4.375e-15 216-232 
BL00028 16.07 8.313e-15 518-534 
BL00028 16.07 1.529e- 14 244-260 
BL00028 16.07 l.OOOe- 13 188-204 
BL00028 16.07 2.350e-13 272-288 
BL00028 16.07 l.OOOe- 12 412-428 
BL00028 16.07 2.957e-12 356-372 
BL00028 16.07 2.957e-12 490-506 
BL00028 16.07 2.957e-12 546-562 
BL00028 16.07 3.348e-12 384-400 
BL00028 16.07 4,522e-12 300-316 
BL00028 16.07 6.870e-12 328-344 
BL00028 16.07 1.000e-ll 160-176 
BL00028 16.07 3.400e- 10 440-456 
BL00028 16.07 1.000e-09 132-148 


745 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 5.091e-15 381-394 
PR00048A 10.52 6.727e-15 269-282 
PR00048A 10.52 6.727e-15 543-556 
PR00048A 10.52 7.545e-15 487-500 
PR00048A 10.52 9.182e-15 185-198 
PR00048A 10.52 6.143e-13 213-226 
PR00048A 10.52 7.429e-13 409-422 
PR00048A 10.52 8.714e-13 241-254 
PR00048A 10.52 8.714e-13 297-310 
PR00048A 10.52 4.706e-12 353-366 
PR00048B 6.02 6.000e-12 173-182 
PR00048B 6.02 3.077e-ll 341-350 
PR00048B 6.02 7.923e-ll 503-512 
PR00048B 6.02 1.000e-10 229-238 
PR00048A 10.52 4.522e-10 515-528 
PR00048A 10.52 6.870e-10 129-142 



WO 2004/080148 



PCT/US2003/030720 



307 

TABLE 3A 



SEQ 
ID 



Database 
entry ID 



745 



PD00066 



Description 



PROTEIN ZINC-FINGER METAL-BINDI. 



Result* 



PR00048B 6.02 8.875e-10 531-540 
PR00048A 10.52 1.720e-09 157-170 
PR00048A 10.52 2.800e-09 437-450 
PR00048B 6.02 2.895e-09 453-462 
PR00048B 6.02 5.737e-09 313-322 
PR00048A 10.52 6.760e-09 325-338 



PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 



13.92 
13.92 
13.92 
13.92 
13.92 
13.92 
13.92 
13.92 
13.92 
13.92 
13.92 



5.200e 
8.200e 
4.000e 
1.857e. 
3.571e 
4.000e 
l.OOOe 
l.OOOe 
4.522e 
l.OOOe 
7.300e 



■14 176-188 
-14 344-356 
-13 232-244 
•12 456-468 
-12 534-546 
-12 400-412 
-11 260-272 
-11 372-384 
-11 204-216 
•10 288-300 
-09 506-518 



746 



PD01066 



PROTEIN ZINC FINGER ZINC-FINGER 
METAL-BINDING NU. 



PD01066 19.43 8.250e-35 37-75 



746 



PD00066 



PROTEIN ZINC-FINGER METAL-BINDI. 



PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 



13.92 
13.92 
13.92 
13.92 
13.92 
13.92 
13.92 
13.92 
13.92 



5.200e- 
8.200e- 
4.000e- 
1.857* 
4.000e- 
l.OOOe- 
l.OOOe- 
4.522e- 
l.OOOe- 



14 251-263 
14 419-431 

13 307-319 
12 531-543 
12 475-487 
11 335-347 
11 447-459 
11 279-291 
10 363-375 



746 



BL00028 



Zinc finger, C2H2 type, domain proteins. 



BL00028 16.07 4.375e-15 291-307 
BL00028 16.07 1.529e-14 319-335 
BL00028 16.07 l.OOOe- 13 263-279 
BL00028 16.07 2.350e-13 347-363 
BL00028 16.07 l.OOOe- 12 487-503 
BL00028 16.07 2.957e-12 431-447 
BL00028 16.07 3.348e-12 459-475 
BL00028 16.07 4.522e-12 375-391 
BL00028 16.07 6.870e-12 403-419 
BL00028 16.07 l.OOOe- 11 235-251 
BL00028 16.07 3.400e-10 515-531 
BL00028 16.07 1.000e-09 207-223 



746 



PR00048 



C2H2-TYPE ZINC FINGER SIGNATURE 



PR00048A 10.52 5.091e-15 456-469 
PR00048A 10.52 6.727e-15 344-357 
PR00048A 10.52 9.182e-15 260-273 
PR00048A 10.52 6.143e-13 288-301 
PR00048A 10.52 7.429e-13 484-497 
PR00048A 10.52 8.714e-13 316-329 
PR00048A 10.52 8.714e-13 372-385 
PR00048A 10.52 4.706e-12 428-441 
PR00048B 6.02 6.000e-12 248-257 
PR00048B 6.02 3.077e-ll 416-425 
PR00048B 6.02 1.000e-10 304-313 
PR00048A 10.52 6.870e-10 204-217 
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PR00048A 10.52 1.720e-09 232-245 
PR00048A 10.52 2.800e-09 512-525 
PR00048B 6.02 2.895e-09 528-537 
PR00048B 6.02 5.737e-09 388-397 
PR00048A 10.52 6.760e-09 400-413 


747 


PF01105 


emp24/gp25L/p24 family. 


PF01105B 25.12 2.868e-25 144-195 


749 


PR00405 


HIV REV INTERACTING PROTEIN 
SIGNATURE 


PR00405C 19.41 1.000e-18 579-600 
PR00405A 17.71 8.147e-18 539-558 
PR00405B 11.83 7.300e-17 558-575 


749 


PF00791 


Domain present in ZO-1 and Unc5-like netrin 
receptors. 


PF00791B 28.49 7.688e-09 831-885 


751 


PD01066 


PROTEIN ZINC FINGER ZINC-FINGER 
METAL-BINDING NU. 


PD01066 19.43 6.143e-21 344-382 


751 


PD00066 


PROTEIN ZINC-FINGER METAL-BIND I. 


PD00066 13.92 8.500e-13 769-781 
PD00066 13.92 4.857e-12 711-723 


751 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 4.706e-12 778-791 
PR00048B 6.02 6.538e-ll 766-775 
PR00048A 10.52 l.OOOe- 10 750-763 
PR00048A 10.52 4.130e-10 602-615 
PR00048B 6.02 6.063e-10 708-717 
PR00048A 10.52 8. 043 e- 10 630-643 
PR00048A 10.52 8.435e-10 692-705 
PR00048A 10.52 1.360e-09 720-733 


751 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 3.118e-14 753-769 
BL00028 16.07 1.346e-ll 781-797 
BL00028 16.07 3.769e-ll 605-621 
BL00028 16.07 9.400e-10 723-739 
BL00028 16.07 1.771e-09 695-711 


754 


BL01177 


Anaphylatoxin domain proteins. 


BL01177E 20.64 4.541e-13 790-816 


754 


BL00477 


Alpha-2-macroglobulin family thiolester 
region proteins. 


BL00477J 19.04 3.382e-27 1241-1271 
BL00477F 17.34 8.500e-25 785-814 
BL00477G 19.43 8.826e-23 983-1014 
BL00477A 13.50 9.800e-23 122-150 
BL00477L 23.51 5.500e-16 1437-1469 
BL00477K 17.42 4.529e-14 1382-1405 
BL00477E 17.53 6.538e-13 755-775 
BL00477B 9.05 6.625e-13 209-221 
BL00477I 18.76 2.650e-12 1085-1111 
BL00477D 12.73 4.073e-12 729-738 
BL00477H 9.07 5.395e-12 1054-1065 
BL00477C 15.70 1.161e-10 236-252 


755 


BL00514 


Fibrinogen beta and gamma chains C- 
terminal domain proteins. 


BL00514E 14.28 7.750e-12 299-315 
BL00514D 15.35 9.824e-ll 280-292 
BL00514G 15.98 4.273e-10 362-391 
BL00514H 14.95 6.217e-09 397-421 


756 


BL00790 


Receptor tyrosine kinase class V proteins. 


BL00790I 20.01 7.638e-10 868-898 


756 


PD02870 


RECEPTOR INTERLEUKIN- 1 
PRECURSOR. 


PD02870B 18.83 5.309e-09 371-403 


756 


DM00179 


w KINASE ALPHA ADHESION T-CELL. 


DM00179 13.97 7.261e-09 189-198 


756 


PR00014 


FIBRONECTIN TYPE III REPEAT 
SIGNATURE 


PR00014B 14.77 6.400e-10 832-842 
PR00014D 12.04 3.700e-09 671-685 
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PR00014C 15.44 4.522e-09 857-875 
PR00014D 12.04 8.200e-09 875-889 
PR00014D 12.04 9.550e-09 774-788 


757 


BL00240 


Receptor tyrosine kinase class III proteins. 


BL00240B 24.70 2.149e~09 306-329 


757 


PR00019 


LEUCINE-RICH REPEAT SIGNATURE 


PR00019A 11.19 1.450e-ll 149-162 
PR00019B 11.36 5.050e-10 98-111 
PR00019B 11.36 7.840e-09 122-135 


758 


BL00240 


Receptor tyrosine kinase class III proteins. 


BL00240B 24.70 2.149e-09 306-329 


758 


PR00019 


LEUCINE-RICH REPEAT SIGNATURE 


PR00019A 11.19 1.450e-ll 149-162 
PR00019B 11.36 5.050e-10 98-111 
PR00019B 11.36 7.840e-09 122-135 


759 


BL00649 


G-protein coupled receptors family 2 proteins. 


BL00649C 17.82 4.339e- 11 1086-1111 


759 


PR00249 


SECRETIN-LIKE GPCR SUPERFAMILY 
SIGNATURE 


PR00249C 17.08 4.185e-10 1088-1111 


760 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 8.313e-15 277-293 
BL00028 16.07 1.900e-13 193-209 
BL00028 16.07 6.400e-13 137-153 
BL00028 16.07 6.400e-13 389-405 
BL00028 16.07 4.913e-12 109-125 
BL00028 16.07 8.826e-12 333-349 
BL00028 16.07 1.000e-ll 361-377 
BL00028 16.07 1.692e-ll 249-265 
BL00028 16.07 3.077e-ll 221-237 
BL00028 16.07 6.538e-ll 305-321 
BL00028 16.07 7.577e- 11 165-181 


760 


PD00066 


PROTEIN ZINC-FINGER METAL-BIND I. 


PD00066 13.92 4,000e-14 265-277 
PD00066 13.92 5.200e-14 97-109 
PD00066 13.92 5.200e-14 293-305 
PD00066 13.92 5.200e-14 321-333 
PD00066 13.92 2.000e-13 209-221 
PD00066 13.92 3.500e-13 181-193 
PD00066 13.92 1.000e-12 377-389 
PD00066 13.92 4.857e- 12 237-249 
PD00066 13.92 7.857e-12 125-137 
PD00066 13.92 8.826e-ll 405-417 
PD00066 13.92 5.200e-09 349-361 


760 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 5.500e-14 330-343 
PR00048A 10.52 7.000e-14 246-259 
PR00048A 10.52 9.250e-14 190-203 
PR00048A 10.52 1.643e-13 218-231 
PR00048A 10.52 4.857e-13 274-287 
PR00048A 10.52 1.000e-12 106-119 
PR00048B 6.02 6.000e-12 94-103 
PR00048B 6.02 6.000e-12 402-411 
PR00048A 10.52 4.789e-ll 134-147 
PR00048B 6.02 5.846e-ll 290-299 
PR00048B 6.02 5.846e-ll 374-383 
PR00048A 10.52 9.526e-ll 386-399 
PR00048A 10.52 L391e-10 302-315 
PR00048A 10.52 1.783e-10 162-175 
PR00048A 10.52 7.261e-10 414-427 
PR00048B 6.02 8.875e-10 318-327 
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PR00048B 6.02 5.737e-09 262-271 


760 


PD02462 


PROTEIN BOLA TRANSCRIPTION 
REGULATION AC. 


PD02462A 22.48 1.768e~09 270-304 
PD02462A 22.48 6.488e-09 298-332 


761 


PR00121 


SODIUM/POTASSIUM-TRANSPORTING 
ATPASE SIGNATURE 


PR00121D 16.72 6.844e-15 173-194 


761 


BL00154 


E1-E2 ATPases phosphorylation site proteins. 


BL00154E 20.37 2.929e-13 446-486 
BL00154C 12.38 1.540e-12 176-194 


761 


PR00119 


P-TYPE CATION-TRANSPORTING 
ATPASE SUPERFAMILY SIGNATURE 


PR00119B 13.94 7.245e-12 180-194 


761 


BL01228 


Hypothetical cof family proteins. 


BL01228D 17.44 6.348e-09 595-619 


763 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 7.686e-09 172-188 


764 


BL00892 


HIT family proteins. 


BL00892A 18.17 2.125e-10 177-207 


764 


BL00064 


L-lactate dehydrogenase proteins. 


BL00064F 25.14 7.720e-09 295-339 


767 


PD02102 


SUB UNIT E V-ATPASE VACUOLAR ATP 
SYNTHASE HYDROL. 


PD02102A 16.74 8.318e-09 121-164 


768 


BL00926 


Lysyl oxidase copper-binding region 
proteins. 


BL00926E 14.42 2.976e-22 306-342 
BL00926D 9.03 6.336e-14 260-306 


768 


PR00074 


LYSYL OXIDASE SIGNATURE 


PR00074C 8.72 2.674e-18 311-339 
PR00074A 9.55 2.514e-10 255-283 


768 


BL00420 


Speract receptor repeat proteins domain 
proteins. 


BL00420B 22.67 5.500e-29 33-87 
BL00420C 11.90 8.017e-ll 118-128 
BL00420B 22.67 3.526e-10 147-201 


768 


PR00258 


SPERACT RECEPTOR SIGNATURE 


PR00258A 11.46 5.721e-ll 139-155 
PR00258E 13.33 7.000e-ll 117-129 
PR00258B 9.63 2.180e-10 48-59 
PR00258C 9.05 2.469e-10 63-73 
PR00258A 11.46 2.746e-10 29-45 
PR00258D 14.41 4.724e-10 94-108 
PR00258D 14.41 7.429e-09 210-224 


773 


BL01315 


Phosphatidate cytidylyltransferase proteins. 


BL01315C 18.61 1.000e-40 342-385 
BL01315A 22.47 8.650e-28 221-252 
BL01315B 10.40 l.OOOe- 17 253-266 


774 


PR00320 


G-PROTEIN BETA WD-40 REPEAT 
SIGNATURE 


PR00320A 16.74 5.655e- 11 190-204 
PR00320C 13.01 8.560e-10 190-204 
PR00320B 12.19 8.425e-09 190-204 


779 


BL01152 


Hypothetical hesB/yadR/yfhF family proteins. 


BL01152B 20.12 1.581e-17 70-95 
BL01152C 25.93 1.659e-ll 103-149 


783 


BL00280 


Pancreatic trypsin inhibitor (Kunitz) family 
proteins. 


BL00280 24.61 7.070e-26 547-590 


783 


PR00453 


VON WILLEBRAND FACTOR TYPE A 
DOMAIN SIGNATURE 


PR00453A 12.79 3.483e-14 265-282 


783 


PR00759 


BASIC PROTEASE (KUNITZ-TYPE) 
INHIBITOR FAMILY SIGNATURE 


PR00759C 14.15 1.205e-10 575-590 
PR00759B 11.26 7.968e-10 565-575 


783 


BL01113 


Clq domain proteins. 


BL01113A 17.99 4.447e-10 54-80 
BL01113A 17.99 4.638e-10 100-126 
BL01113A 17.99 7.702e-10 57-83 
BL01113A 17.99 1.865e-09 106-132 
BL01113A 17.99 3.250e-09 60-86 
BL01113A 17.99 3.250e-09 213-239 
BL01113A 17.99 3.423e-09 34-60 
BL01113A 17.99 6.365e-09 198-224 



WO 2004/080148 



PCT/US2003/030720 



311 

TABLE 3A 



SEQ 
ID 


Database 
entry ID 


Description 


Result* 








BL01113A 17.99 7.231e-09 109-135 


783 


BL00420 


Speract receptor repeat proteins domain 
proteins. 


BL00420A 20.42 3.213e-10 16-44 
BL00420A 20.42 1.415e-09 100-128 
BL00420A 20.42 7.923e-09 216-244 
BL00420A 20.42 8.477e-09 169-197 


785 


BL00240 


Receptor tyrosine kinase class HI proteins. 


BL00240B 24.70 5.404e-09 336-359 


786 


PR00918 


CALICIVIRUS NON-STRUCTURAL 
POLYPROTEIN FAMILY SIGNATURE 


PR00918A 13.76 4.284e-12 27-47 


786 


BL01128 


Shikimate kinase proteins. 


BL01128A 18.84 6.684e-ll 394-427 


786 


BL00795 


Livolucrin proteins. 


BL00795C 17.06 8.000e-ll 191-235 


786 


BL00300 


SRP54-type proteins GTP -binding domain 
proteins. 


BL00300B 20.56 4.032e-10 391-436 


786 


PR00830 


ENDOPEPTIDASE LA (LON) SERINE 
PROTEASE (SI 6) SIGNATURE 


PR00830A 8.41 4.452e-09 37-56 


786 


BL00113 


Adenylate kinase proteins. 


BL00113A 12.74 3.782e-ll 34-50 
BL00113B 20.49 4.974e-ll 58-101 
BL00113A 12.74 5.431e-09 395-411 


786 


BL00674 


AAA-protein family proteins. 


BL00674B 4.46 5.986e-09 30-51 


786 


PR00819 


CBXX/CFQX SUPERFAMILY 
SIGNATURE 


PR00819B 10.83 7.247e-09 32-47 


786 


PR00364 


DISEASE RESISTANCE PROTEIN 
SIGNATURE 


PR00364A 8.19 8.057e-09 32-47 


786 


PR00449 


TRANSFORMING PROTEIN P21 RAS 
SIGNATURE 


PR00449A 13.20 8.914e-09 31-52 


788 


BL50002 


Src homology 3 (SH3) domain proteins 
profile. 


BL50002B 15.18 l.OOOe- 10 42-55 
BL50002A 14.19 3.813e-09 4-22 


789 


BL50002 


Src homology 3 (SH3) domain proteins 
profile. 


BL50002B 15.18 1.000e-10 115-128 
BL50002A 14.19 3.813e-09 77-95 


790 


BL00288 


Tissue inhibitors of metalloproteinases 
proteins. 


BL00288A 17.47 9.143e-21 10-39 
BL00288C 14.62 6.500e-18 73-87 
BL00288B 9.44 7.000e-15 54-64 


791 


BL00615 


C-type lectin domain proteins. 


BL00615A 16.68 2.080e-ll 156-173 


792 


BL00375 


UDP-glycosyltransf erases proteins. 


BL00375F 16.99 1.000e-40 270-314 
BL00375G 13.01 1.000e-40 369-408 
BL00375E 18.75 3.250e-37 215-264 
BL00375D 14.56 5.622e-24 175-202 
BL00375C 18.27 6.478e-24 110-133 
BL00375B 21.22 5.000e-22 47-87 


794 


BL01183 


ubiE/COQ5 methyltransferase family 
proteins. 


BL01183B 21.31 6.660e-12 143-187 


794 


BL01279 


Protein-L-isoaspartate(D-aspartate) O- 
methyltransferase signa. 


BL01279A 24.27 5.862e-ll 57-104 


795 


BL00237 


G-protein coupled receptors proteins. 


BL00237A 27.68 3.045e-21 494-533 


795 


PR00237 


RHODOPSIN-LIKE GPCR SUPERFAMILY 
SIGNATURE 


PR00237C 15.69 2.000e-12 508-530 
PR00237B 13.50 4.414e-ll 463-484 
PR00237D 8.94 5.050e-ll 544-565 


796 


DM01688 


2 POLY-IG RECEPTOR. 


DM01688B 15.06 2.500e-10 82-129 


797 


DM01688 


2 POLY-IG RECEPTOR. 


DM01688B 15.06 2.500e-10 82-129 


798 


DM01688 


2 POLY-IG RECEPTOR. 


DM01688B 15.06 3.628e-09 82-129 


802 


PF00997 


Kappa casein. 


PF00997D 9.95 8.306e-09 506-540 


804 


PD02080 


T-CELL GLYCOPROTEIN CD8 CHAIN 


PD02080B 20.69 9.716e-09 20-58 
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SURFACE ALPHA PRE. 




804 


PD01270 


RECEPTOR FC IMMUNOGLOBULIN 
AFFIN. 


PD01270A 17.22 9.806e-09 19-58 


805 


BL00982 


Bacterial-type phytoene dehydrogenase 
proteins. 


BL00982E 9.88 4.857e-ll 24-39 


806 


BL00243 


Integrins beta chain cysteine-rich domain 
proteins. 


BL00243H 17.53 8.696e-ll 72-97 


807 


BL00243 


hitegrins beta chain cysteine-rich domain 
proteins. 


BL00243H 17.53 8.696e-ll 72-97 


808 


BL00243 


Integrins beta chain cysteine-rich domain 
proteins. 


BL00243H 17.53 8.696e-ll 72-97 


812 


BL00240 


Receptor tyrosine kinase class III proteins. 


BL00240B 24.70 2.674e-10 279-302 
BL00240B 24.70 8.535e-10 374-397 
BL00240B 24.70 7.702e-09 470-493 


812 


PD02870 


RECEPTOR INTERLEUKIN- 1 
PRECURSOR. 


PD02870B 18.83 4.600e-10 512-544 
PD02870B 18.83 7.894e-09 120-152 


813 


PD02870 


RECEPTOR INTERLEUKIN- 1 
PRECURSOR. 


PD02870B 18.83 4.600e-10 2395-2427 
PD02870B 18.83 4.160e-09 1707-1739 
PD02870B 18.83 5.883e-09 1806-1838 
PD02870B 18.83 7.894e-09 2003-2035 
PD02870B 18.83 7.989e-09 435-467 


813 


PD00015 


GLYCOPROTEIN PRECURSOR CELL SL 


PD00015B 5.21 8.000e-09 1481-1487 


813 


BL00240 


Receptor tyrosine kinase class III proteins. 


BL00240B 24.70 2.256e-10 1667-1690 
BL00240B 24.70 2.674e-10 2162-2185 
BL00240B 24.70 8.535e-10 2257-2280 
BL00240B 24.70 4.064e-09 1570-1593 
BL00240B 24.70 5.213e-09 300-323 
BL00240B 24.70 7.702e-09 2353-2376 
BL00240B 24.70 8.851e-09 1473-1496 


814 


PR00500 


POLYCYSTIC KIDNEY DISEASE 
PROTEIN SIGNATURE 


PR00500B 7.74 6.305e-09 220-240 


814 


PD02870 


RECEPTOR INTERLEUKIN- 1 
PRECURSOR. 


PD02870B 18.83 4.600e-10 2590-2622 
PD02870B 18.83 4.160e-09 1902-1934 
PD02870B 18.83 5.883e-09 2001-2033 
PD02870B 18.83 7.894e-09 2198-2230 
PD02870B 18.83 7.989e-09 630-662 


814 


PD00015 


GLYCOPROTEIN PRECURSOR CELL SI. 


PD00015B 5.21 8.000e-09 1676-1682 


814 


BL00240 


Receptor tyrosine kinase class HI proteins. 


BL00240B 24.70 2.256e-10 1862-1885 
BL00240B 24.70 2.674e-10 2357-2380 
BL00240B 24.70 8.535e-10 2452-2475 
BL00240B 24.70 4.064e-09 1765-1788 
BL00240B 24.70 5.213e-09 495-518 
BL00240B 24.70 7.702e-09 2548-2571 
BL00240B 24.70 8.851e-09 1668-1691 


816 


PD01733 


APOLIPOPROTEIN PLASMA LIPID 
TRANSPORT H. 


PD01733B 20.44 6.600e-14 75-129 


816 


PD02807 


APOLIPOPROTEIN E PRECURSOR APO- 
E GLYCOPROTEIN PLAS. 


PD02807D 7.99 4.779e-09 92-141 


817 


PD01733 


APOLIPOPROTEIN PLASMA LIPID 
TRANSPORT H. 


PD01733B 20.44 6.600e-14 75-129 


817 


PD02807 


APOLIPOPROTEIN E PRECURSOR APO- 


PD02807D 7.99 4.779e-09 92-141 
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E GLYCOPROTEIN PLAS. 




819 


PR00389 


PHOSPHOLIPASE A2 SIGNATURE 


PR00389C 18.33 3.172e-20 56-74 
PR00389B 10.70 8.154e-15 37-55 
PR00389E 12.52 5.385e-14 104-120 


819 


BL00118 


Phospholipase A2 histidine proteins. 


BL00118B 16.33 5.875e-33 44-71 
BL00118D 12.85 7.500e-14 104-119 
BL00118C 13.90 8.342e-10 79-97 


821 


BL00908 


Mandelate racemase / muconate lactonizing 
enzyme family signa. 


BL00908B 37.71 1.900e-15 209-263 
BL00908A 15.14 5.310e-10 87-113 


822 


PF00956 


Nuclesosome assembly protein (NAP). 


PF00956B 23.14 1.000e-40 99-139 
PF00956C 7.72 6.850e-22 153-170 
PF00956A 11.88 1.000e-13 58-68 
PF00956D 7.51 3.700e-12 232-242 


822 


BL00824 


Elongation factor 1 beta/beta'/delta chain 
proteins. 


BL00824B 9.21 3.676e-09 286-305 


823 


BL01032 


Protein phosphatase 2C proteins. 


BL01032C 6.14 3.195e-12 147-156 
BL01032H 11.25 5.680e-ll 318-330 
BL01032G 8.33 8.932e-ll 282-295 
BL01032I 10.42 8.902e-09 379-388 


824 


PF00094 


von Willebrand factor type D domain 
proteins. 


PF00094C 12.88 1.918e-09 124-133 


824 


PD02576 


PRECURSOR GLYCOPROTEIN SIGNAL 
CELL. 


PD02576A 27.60 9.057e-09 101-149 


825 


PR00245 


OLFACTORY RECEPTOR SIGNATURE 


PR00245C 7.84 5.355e-17 121-136 
PR00245B 10.38 3.91 9e- 12 60-74 
PR00245E 12.40 1.000e-10 174-188 


825 


BL00237 


G-protein coupled receptors proteins. 


BL00237D 11.23 2.091e-09 165-181 


825 


PR00237 


RHODOPSIN-LIKE GPCR SUPERFAMILY 
SIGNATURE 


PR00237G 19.63 8.714e-ll 155-181 
PR00237E 13.03 9.735e-09 82-105 


826 


PR00245 


OLFACTORY RECEPTOR SIGNATURE 


PR00245C 7.84 5.355e-17 235-250 
PR00245A 18.03 8.615e-15 58-79 
PR00245B 10.38 3.919e-12 174-188 
PR00245E 12.40 1.000e-10 288-302 


826 


BL00237 


G-protein coupled receptors proteins. 


BL00237A 27.68 1.581e-15 89-128 
BL00237D 11.23 2.091e-09 279-295 


826 


PR00896 


VASOPRESSIN RECEPTOR SIGNATURE 


PR00896B 9.01 8.962e-09 54-65 


826 


PR00237 


RHODOPSIN-LIKE GPCR SUPERFAMILY 
SIGNATURE 


PR00237G 19.63 8.714e-ll 269-295 
PR00237C 15.69 3.829e-10 103-125 
PR00237E 13.03 9.735e-09 196-219 


827 


BL00243 


Integrins beta chain cysteine-rich domain 
proteins. 


BL00243H 17.53 5.650e-14 39-64 
BL00243H 17.53 4.261e-ll 5-30 


828 


PD00930 


PROTEIN GTPASE DOMAIN 
ACTIVATION. 


PD00930B 33.72 7.070e-19 201-241 


831 


PR00193 


MYOSIN HEAVY CHAIN SIGNATURE 


PR00193C 12.60 1.383e-23 177-204 
PR00193B 11.69 2.212e-18 125-150 
PR00193A 15.41 5.925e-12 65-84 


831 


BL00567 


Phosphoribulokinase proteins. 


BL00567A 10.66 9.031e-10 127-145 


832 


PR00193 


MYOSIN HEAVY CHAIN SIGNATURE 


PR00193C 12.60 1.383e-23 177-204 
PR00193B 11.69 2.212e-18 125-150 
PR00193A 15.41 5.925e-12 65-84 


832 


BL00567 


Phosphoribulokinase proteins. 


BL00567A 10.66 9.031e-10 127-145 
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834 


BL00484 


Thyroglobulin type-1 repeat proteins proteins. 


BL00484C 17.01 3.647e- 12 358-372 
BL00484B 9.04 4.529e-l 1 338-351 


834 


BL00282 


Kazal serine protease inhibitors family 
proteins. 


BL00282 16.88 3.880e-09 143-165 


834 


BL00612 


Osteonectin domain proteins. 


BL00612E 13.12 8.230e-09 274-318 


835 


BL00817 


Erythropoietin / thrombopoeitin proteins. 


BL00817A 18.03 8.200e-10 515-545 


835 


PR00251 


BACTERIAL OPSIN SIGNATURE 


PR00251A 12.15 8.820e-10 515-534 


835 


PR00807 


POLLEN ALLERGEN AMB FAMILY 
SIGNATURE 


PR00807A 16.64 8.151e-09 459-476 


836 


BL00817 


Erythropoietin / thrombopoeitin proteins. 


BL00817A 18.03 8.200e-10 515-545 


836 


PR00251 


BACTERIAL OPSIN SIGNATURE 


PR00251A 12.15 8.820e-10 515-534 


836 


PR00807 


POLLEN ALLERGEN AMB FAMILY 
SIGNATURE 


PR00807A 16.64 8.151e-09 459-476 


838 


PR00019 


LEUCINE-RICH REPEAT SIGNATURE 


PR00019A 11.19 8.435e-10 327-340 
PR00019A 11.19 9.217e-10 182-195 
PR00019A 11.19 3.333e-09 278-291 
PR00019B 11.36 3.520e-09 227-240 
PR00019B 11.36 9.280e-09 299-312 


841 


PF00023 


Ank repeat proteins. 


PF00023A 16.03 6.464e-09 135-150 


844 


PD01270 


RECEPTOR FC IMMUNOGLOBULIN 
AFFIN. 


PD01270D 24.66 5.378e-09 292-327 


844 


BL00240 


Receptor tyrosine kinase class III proteins. 


BL00240B 24.70 9.809e-09 155-178 


845 


PR00020 


MAM DOMAIN SIGNATURE 


PR00020A 18.17 5.776e-12 759-777 
PR00020C 13.66 6.932e-10 832-843 


845 


PD01270 


RECEPTOR FC IMMUNOGLOBULIN 
AFFIN. 


PD01270D 24.66 5.378e-09 292-327 


845 


BL00740 


MAM domain proteins. 


BL00740A 13.87 8.313e-12 761-773 
BL00740B 19.76 8.500e-09 901-921 


845 


PD02080 


T-CELL GLYCOPROTEIN CDS CHAIN 
SURFACE ALPHA PRE. 


PD02080B 20.69 9.621e-09 538-576 


845 


BL00240 


Receptor tyrosine kinase class III proteins. 


BL00240B 24.70 9.809e-09 155-178 


847 


PR00360 


C2 DOMAIN SIGNATURE 


PR00360B 13.61 4.273 e-09 839-852 


847 


PF00780 


Domain found in NIK 1 -like kinases, mouse 
citron and yeast ROM. 


PF00780I 14.69 4.825e-09 165-194 


848 


PR00360 


C2 DOMAIN SIGNATURE 


PR00360B 13.61 4.273e-09 88-101 


851 


BL00240 


Receptor tyrosine kinase class III proteins. 


BL00240B 24.70 8.250e-12 174-197 


851 


DM00179 


w KINASE ALPHA ADHESION T-CELL. 


DM00179 13.97 3.842e-10 218-227 


851 


PD02870 


RECEPTOR INTERLEUKIN- 1 
PRECURSOR. 


PD02870B 18.83 5.500e-10 327-359 


851 


PR00021 


SMALL PROLINE-RICH PROTEIN 
SIGNATURE 


PR00021A4.31 8.405e~09 402-414 


852 


BL00240 


Receptor tyrosine kinase class III proteins. 


BL00240B 24.70 8.250e-12 170-193 


852 


DM00179 


w KINASE ALPHA ADHESION T-CELL. 


DM00179 13.97 3.842e-10 214-223 


852 


PD02870 


RECEPTOR INTERLEUKIN- 1 
PRECURSOR. 


PD02870B 18.83 5.500e~10 323-355 


852 


PR00021 


SMALL PROLINE-RICH PROTEIN 
SIGNATURE 


PR00021A 4.31 8.405e-09 398-410 


854 


PF00168 


C2 domain proteins. 


PF00168C 27.49 2.636e-10 183-208 
PF00168C 27.49 6.318e-10 316-341 


854 


PR00399 


SYNAPTOTAGMIN SIGNATURE 


PR00399C 12.82 7.324e-12 216-231 
PR00399A 9.52 8.239e-ll 145-160 
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PR00399B 14.27 8.277e-ll 160-173 
PR00399D 14.48 3.930e-10 236-246 
PR00399B 14.27 1.915e-09 291-304 


854 


PR00360 


C2 DOMAIN SIGNATURE 


PR00360B 13.61 6.897e-12 200-213 
PR00360A 14.59 6.538e-ll 304-316 
PR00360B 13.61 8.636e-ll 333-346 
PR00360A 14.59 2.184e-09 173-185 


855 


PD01719 


PRECURSOR GLYCOPROTEIN SIGNAL 
RE. 


PD01719A 12.89 3.483e-16 545-572 


855 


BL00142 


Neutral zinc metallopeptidases, zinc-binding 
region proteins. 


BL00142 8.38 7.545e-ll 389-399 


855 


PR00480 


ASTACIN FAMILY SIGNATURE 


PR00480B 15.41 9. 182e-10 384-402 


857 


PR00833 


POLLEN ALLERGEN POA PI 
SIGNATURE 


PR00833H 2.30 3.077e-09 58-72 


857 


PF00930 


Dipeptidyl peptidase IV (DPP IV) N-terminal 
region. 


PF00930J 8.78 1.000e-08 267-287 


858 


PR00833 


POLLEN ALLERGEN POA PI 
SIGNATURE 


PR00833H 2.30 3.077e-09 51-65 


858 


PF00930 


Dipeptidyl peptidase IV (DPP IV) N-terminal 
region. 


PF00930J 8.78 1.000e-08 260-280 


859 


PR00258 


SPERACT RECEPTOR SIGNATURE 


PR00258A 11.46 8.054e-16 333-349 
PR00258B 9.63 1.509e-12 352-363 
PR00258E 13.33 L833e-10 421-433 


859 


BL00420 


Speract receptor repeat proteins domain 
proteins. 


BL00420B 22.67 7.582e-30 337-391 
BL00420C 11.90 9.100e-13 422-432 
BL00420A 20.42 8.269e-12 249-277 
BL00420A 20.42 7.382e-l 1 264-292 
BL00420A 20.42 1.885e-10 288-316 
BL00420A 20.42 7.344e-10 246-274 
BL00420A 20.42 2.246e-09 261-289 


859 


BL01113 


Clq domain proteins. 


BL01113A 17.99 3.189e-13 264-290 
BL01113A 17.99 5.909e-ll 246-272 
BL01113A 17.99 1.383e-10 273-299 
BL01113A 17.99 2. 149e-10 258-284 
BL01113A 17.99 2.915e-10 261-287 
BL01113A 17.99 5.596e- 10 252-278 
BL01113A 17.99 7. 128e- 10 267-293 
BL01113A 17.99 1.692e-09 282-308 
BL01113A 17.99 5.154e-09 255-281 


860 


BL00420 


Speract receptor repeat proteins domain 
proteins. 


BL00420B 22.67 8.333e-39 397-451 
BL00420C 11.90 9.100e-13 482-492 
BL00420A 20.42 9.135e-12 309-337 
BL00420A 20.42 7.382e-ll 324-352 
BL00420A 20.42 1.885e-10 348-376 
BL00420A 20.42 7.639e-10 306-334 
BL00420A 20.42 2.246e-09 321-349 


860 


PR00258 


SPERACT RECEPTOR SIGNATURE 


PR00258A 11.46 8.054e-16 393-409 
PR00258B9.63 L509e- 12 412-423 
PR00258E 13.33 1.833e-10 481-493 
PR00258C 9.05 3.667e-09 427-437 


860 


BL01113 


Clq domain proteins. 


BL01113A 17.99 3.189e-13 324-350 
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BL01113A 17.99 5.295e-ll 306-332 
BL01113A 17.99 1.383e-10 333-359 
BL01113A 17.99 2.149e-10 318-344 
BL01113A 17.99 2.915e-10 321-347 
BL01113A 17.99 7.128e-10 327-353 
BL01113A 17.99 1.692e-09 342-368 
BL01113A 17.99 4.115e-09 312-338 
BL01113A 17.99 5.673e-09 315-341 


862 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 1.450e-13 222-238 
BL00028 16.07 1.000e-12 474-490 
BL00028 16.07 8.435e-12 502-518 
BL00028 16.07 1.346e-ll 306-322 
BL00028 16.07 2.73 le- 11 362-378 
BL00028 16.07 2.731e-ll 390-406 
BL00028 16.07 3.423e-ll 250-266 
BL00028 16.07 3.423e-ll 334-350 
BL00028 16.07 7.577e-ll 418-434 
BL00028 16.07 1.600e-10 194-210 
BL00028 16.07 9.400e-10 278-294 


862 

4 


PD00066 


PROTEIN ZINC-FINGER METAL-BINDI. 


PD00066 13.92 8.200e-16 322-334 
PD00066 13.92 7.231e-15 406-418 
PD00066 13.92 7.923e-15 462-474 
PD00066 13.92 4.600e-14 378-390 
PD00066 13.92 5.200e- 14 490-502 
PD00066 13.92 l.OOOe- 13 210-222 
PD00066 13.92 l.OOOe- 13 294-306 
PD00066 13.92 3.000e-13 238-250 
PD00066 13.92 5.304e-ll 266-278 
PD00066 13.92 7.652e-ll 350-362 
PD00066 13.92 7.000e-09 434-446 


862 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 7.545e-15 415-428 
PR00048A 10.52 2.929e-13 387-400 
PR0004SA 10.52 6.786e-13 219-232 
PR00048A 10.52 8.714e-13 443-456 
PR00048A 10.52 2.059e-12 247-260 
PR00048A 10.52 2.059e-12 331-344 
PR00048A 10.52 5.235e-12 471-484 
PR00048A 10.52 9.47 le- 12 499-512 
PR00048B 6.02 2.385e-l 1 319-328 
PR00048B 6.02 2.385e-ll 487-496 
PR00048A 10.52 9.053e-ll 303-316 
PR00048B 6.02 1.563e-10 375-384 
PR00048A 10.52 2.957e-10 359-372 
PR00048A 10.52 3.348e-10 191-204 
PR00048B 6.02 8.313e-10 459-468 
PR00048A 10.52 9.217e-10 275-288 
PR00048B 6.02 9.438e-10 207-216 
PR00048B 6.02 1.947e-09 263-272 
PR00048B 6.02 3.368e-09 235-244 
PR00048B 6.02 3.368e-09 291-300 
PR00048B 6.02 7.158e-09 403-412 


863 


PD01234 


PROTEIN NUCLEAR BROMODOMAIN 


PD01234B 15.53 3.250e-09 568-585 



WO 2004/080148 



PCT/US2003/030720 



317 

TABLE 3A 



SEQ 
ID 


Database 
entry ID 


Description 


Result* 






TRANS. 




865 


PR00320 


G-PROTEIN BETA WD-40 REPEAT 
SIGNATURE 


PR00320B 12.19 1.257e-10 225-239 
PR00320A 16.74 4.441e-10 225-239 


865 


BL00678 


Trp-Asp (WD) repeat proteins proteins. 


BL00678 9.67 9.053e-09 227-237 


867 


BL00600 


Aminotransferases class-Ill pyridoxal- 
phosphate attachment si. 


BL00600E 16.43 1.771e-17 302-330 
BL00600A 17.98 3.880e-17 98-121 
BL00600G 12.43 9.625e-17 377-395 
BL00600B 19.60 5.091e-15 160-185 
BL00600F 8.77 2.421e-12 343-355 
BL00600C 16.18 6.040e-12 190-205 
BL00600D 8.71 1.000e-10 281-294 


868 


BL00600 


Aminotransferases class-Ill pyridoxal- 


BL00600E 16.43 1.771e-17 199-227 






phosphate attachment si. 


BL00600G 12.43 9.625e-17 274-292 
BL00600B 19.60 2.703e-14 57-82 
BL00600F 8.77 2.421e-12 240-252 
BL00600C 16.18 6.040e-12 87-102 
BL00600D 8.71 1.000e-10 178-191 


869 


BL00021 


Kringle domain proteins. 


BL00021D 24.56 1.188e-24 248-289 
BL00021B 13.33 2.983e-13 88-105 


869 


BL00134 


Serine proteases, trypsin family, histidine 
proteins. 


BL00134C 13.45 8.800e-15 276-289 
BL00134A 11.96 9.438e-15 88-104 
BL00134B 15.99 3.676e-12 237-260 


869 


BL00495 


Apple domain proteins. 


BL00495O 13.75 8.597e-l 6 267-295 
BL00495N 11.04 2.235e-ll 229-263 
BL00495K 12.58 4.990e-10 90-122 


869 


PR00722 


CHYMOTRYPSIN SERINE PROTEASE 
FAMILY (SI) SIGNATURE 


PR00722C 10.87 3.571e-14 236-248 
PR00722A 12.27 5.966e-14 89-104 
PR00722B 12.51 9.571e-10 145-159 


869 


BL01253 


Type I fibronectin domain proteins. 


BL01253H 13.15 3.609e-23 258-292 
BL01253G 11.34 4. 103e- 15 236-249 
BL01253D 4.84 4.360e-09 88-101 


870 


BL00188 


Biotin-requiring enzymes attachment site 
proteins. 


BL00188 30.29 9.122e-09 154-199 


873 


DM00758 


AGRIN. 


DM00758 13.12 6.459e-10 93-108 


873 


BL00612 


Osteonectin domain proteins. 


BL00612B 11.35 1.284e-09 86-118 


873 


DM00060 


338 kw NEUREXIN ALPHA III CYSTEINE. 


DM00060 6.92 8.000e-ll 1048-1057 
DM00060 6.92 4.060e-09 128-137 


873 


BL01185 


C- terminal cystine knot proteins. 


BL01 185B 21.14 4.388e-09 234-282 


873 


PR00010 


TYPE II EGF-LIKE SIGNATURE 


PROOOlOA 11.79 1.450e-12 46-57 
PROOOIOC 11.16 2.333e- 11 184-194 
PROOOIOC 11.16 9.333e-ll 296-306 
PROOOIOC 11.16 4.273e-10 66-76 
PROOOIOC 11.16 7.000e- 10 28-38 
PROOOlOA 11.79 7.097e-10 488-499 
PROOOIOC 11.16 3.571e-09 546-556 
PROOOlOA 11.79 4.231e-09 564-575 
PROOOIOC 11.16 5.929e-09 374-384 


873 


PR00764 


COMPLEMENT C9 SIGNATURE 


PR00764F 16.89 4.699e-10 52-72 
PR00764F 16.89 5,562e-10 170-190 
PR00764F 16.89 6.301e-10 321-341 
PR00764F 16.89 9.753e-10 360-380 
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PR00764F 16.89 2.052e-09 570-590 
PR00764F 16.89 2.636e-09 398-418 
PR00764F 16.89 7.312e-09 128-148 
PR00764F 16.89 7.662e-09 282-302 
PR00764F 16.89 7.662e-09 532-552 


873 


PR00011 


TYPE III EGF-LIKE SIGNATURE 


PR00011B 13.08 6.425e-09 63-81 
PR00011B 13.08 8.521e-09 25-43 


873 


BL00203 


Vertebrate metallothioneins proteins. 


BL00203 13.94 8.531e-09 75-120 


873 


BL00022 


EGF-like domain proteins. 


BL00022B 7.54 1.000e-09 378-384 
BL00022A 7.48 9.000e-09 173-179 
BL00022A 7.48 9.000e-09 363-369 


873 


BL00279 


Membrane attack complex components / 
perforin proteins. 


BL00279E 37.11 2.000e-13 553-600 
BL00279E 37.11 6.875e-13 343-390 
BL00279E 37.11 6.803e-12 1031-1078 
BL00279E 37.11 2.962e-ll 35-82 
BL00279E 37.11 5.73 le- 11 304-351 
BL00279E 37.11 7.115e-ll 73-120 
BL00279E 37.11 7.462e-ll 515-562 
BL00279E37.il 1.217e-10 265-312 
BL00279E 37.11 4.349e-09 153-200 
BL00279E 37.11 9.163e-09 381-428 


873 


BL01187 


Calcium-binding EGF-like domain proteins 
pattern proteins. 


BL01187B 12.04 3.333e-12 541-556 
BL01187B 12.04 4.000e- 12 179-194 
BL01187B 12.04 8.000e-12 291-306 
BL01187B 12.04 4.300e-ll 617-632 
BL01187B 12.04 7.900e-ll 407-422 
BL01187B 12.04 1.514e-10 23-38 
BL01187B 12.04 3.829e-10 369-384 
BL01187B 12.04 5.371e-10 503-518 
BL01187B 12.04 7.171e-10 137-152 
BL01187A 9.98 7.429e-10 486-497 
BL01187B 12.04 7.429e-10 61-76 
BL01187B 12.04 2.800e-09 1057-1072 
BL01187B 12.04 3.475e-09 579-594 
BL01187A 9.98 4.375e-09 44-55 
BL01187B 12.04 7.300e-09 255-270 
BL01187B 12.04 9.550e-09 330-345 


873 


PD00919 


CALCIUM-BINDING PRECURSOR 
SIGNAL R. 


PD00919A 11.53 8.820e-10 280-291 
PD00919A 11.53 9.864e-09 568-579 


874 


PR00960 


LMBP PROTEIN SIGNATURE 


PR00960A 10.63 4.667e-09 78-93 


875 


BL00738 


S-adenosyl-L-homocysteine hydrolase 
proteins. 


BL00738J 18.61 1.000e-40 459-508 
BL00738H 23.08 5.320e-36 335-387 
BL00738F 12.23 7.261e-29 254-285 
BL00738A 16.27 9.660e-27 83-122 
BL00738C 16.53 7.923e-25 148-185 
BL00738G 14.29 6.268e-23 313-334 
BL00738B 12.28 8.085e-21 123-147 
BL00738E 14.18 9.200e-19 228-250 
BL00738I 14.57 5.135e-17 412-449 
BL00738D 7.16 5.109e-13 202-216 


875 


BL00836 


Alanine dehydrogenase & pyridine nucleotide 
transhydr ogenase . 


BL00836D 22.30 8.622e-09 291-327 



WO 2004/080148 PCT/US2003/030720 



319 

TABLE 3A 



SEQ 
ID 


Database 
entry ID 


Description 


Result* 


877 


PR00425 


BRADYKININ RECEPTOR SIGNATURE 


PR00425C 13.23 3.586e-09 426-445 


878 


BL00514 


Fibrinogen beta and gamma chains C- 
terminal domain proteins. 


BL00514C 17.41 2.579e-24 181-217 
BL00514G 15.98 9.1 lle-12 324-353 
BL00514F 11.65 8.914e-09 271-285 
BL00514D 15.35 9.565e-09 222-234 


879 


BL00514 


Fibrinogen beta and gamma chains C- 
terminal domain proteins. 


BL00514C 17.41 2.579e-24 181-217 
BL00514G 15.98 9.1 lle-12 324-353 
BL00514F 11.65 8.914e-09 271-285 
BL00514D 15.35 9.565e-09 222-234 


880 


BL00514 


Fibrinogen beta and gamma chains C- 
terminal domain proteins. 


BL00514C 17.41 2.579e-24 181-217 
BL00514G 15.98 9.1 lle-12 324-353 
BL00514F 11.65 8.914e-09 271-285 
BL00514D 15.35 9.565e-09 222-234 


883 


BL00218 


Amino acid permeases proteins. 


BL00218D 21.49 7.446e-ll 244-288 
BL00218E 23.30 3.640e-10 325-364 


884 


BL00107 


Protein kinases ATP -binding region proteins. 


BL00107A 18.39 3.172e-ll 158-188 


885 


BL00615 


C-type lectin domain proteins. 


BL00615A 16.68 6.538e-10 41-58 


889 


BL00216 


Sugar transport proteins. 


BL00216B 27.64 4.900e-10 239-288 


891 


DM00179 


w KINASE ALPHA ADHESION T-CELL. 


DM00179 13.97 9.526e-10 118-127 


891 


PR00049 


WILM'S TUMOUR PROTEIN SIGNATURE 


PR00049D 0.00 1.305e-09 155-169 
PR00049D 0.00 6.797e-09 156-170 


892 


BL00633 


Bromodomarn proteins. 


BL00633B 13.82 5.950e-21 95-119 
BL00633A 14.69 5.154e-14 74-86 
BL00633C 15.24 8.071e-14 421-433 
BL00633B 13.82 4.600e-13 388-412 


892 


DM00406 


GLIADIN. 


DM00406 7.73 5.135e-10 970-982 
DM00406 7.73 8.054e-10 753-765 


892 


PR00049 


WILM'S TUMOUR PROTEIN SIGNATURE 


PR00049D 0.00 8.866e-ll 755-769 
PR00049D 0.00 9.471e-ll 756-770 
PR00049D 0.00 2.220e-09 748-762 
PR00049D 0.00 3.288e-09 972-986 


892 


DM00250 


kw ANNEXIN ANTIGEN PROLINE 
TUMOR. 


DM00250B 13.84 8.031e-ll 1009-1032 
DM00250A 10.52 6.607e-09 772-787 
DM00250B 13.84 7.568e-09 754-777 
DM00250B 13.84 7.689e-09 755-778 


892 


PR00021 


SMALL PROLINE-RICH PROTEIN 
SIGNATURE 


PR00021A 4.31 3.734e-09 967-979 
PR00021A 4.31 6.582e-09 771-783 
PR00021A 4.31 7.722e-09 769-781 


892 


PR00910 


LUTEOVIRUS ORF6 PROTEIN 
SIGNATURE 


PR00910A 2.51 7.750e-09 255-267 


892 


BL00415 


Synapsins proteins. 


BL00415N 4.29 3.231e-12 749-792 
BL00415N 4.29 6.504e-12 750-793 
BL00415N 4.29 4.857e-ll 748-791 
BL00415N 4.29 1.824e-10 1003-1046 
BL00415N 4.29 6.221e-10 1002-1045 
BL00415N 4.29 9.313e-10 964-1007 
BL00415N 4.29 2.314e-09 958-1001 
BL00415P 2.37 8.200e-09 747-782 


892 


PR00209 


ALPHA/BETA GLIADIN FAMILY 
SIGNATURE 


PR00209B 4.88 3.837e-10 966-984 
PR00209B 4.88 5.696e-10 968-986 
PR00209B 4.88 8.141e-10 752-770 
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PR00209B 4.88 8.594e-09 758-776 


892 


BL00904 


Protein prenyltransferases alpha subunit 
repeat proteins proteins. 


BL00904A 8.30 5.340e-09 768-817 
BL00904A 8.30 9.489e-09 752-801 


892 


PD02059 


CORE POLYPROTEIN PROTEIN GAG 
CONTAINS: P. 


PD02059B 24.48 9.746e-09 867-901 


892 


DM00215 


PROLINE-RICH PROTEIN 3. 


DM00215 19.43 2.313e-12 750-782 
DM00215 19.43 7.000e-12 748-780 
DM00215 19.43 9.438e-12 754-786 
DM00215 19.43 7.000e-ll 749-781 
DM00215 19.43 8.412e-ll 752-784 
DM00215 19.43 1.161e-10 953-985 
DM00215 19.43 7.429e-10 948-980 
DM00215 19.43 1.000e-09 751-783 
DM00215 19.43 2.678e-09 759-791 
DM00215 19.43 3.441e-09 753-785 
DM00215 19.43 4.508e-09 240-272 
DM00215 19.43 4.661e-09 241-273 
DM00215 19.43 4.966e-09 765-797 
DM00215 19.43 6.492e-09 954-986 
DM00215 19.43 8.322e-09 945-977 
DM00215 19.43 9.847e-09 747-779 


892 


PR00503 


BROMODOMAIN SIGNATURE 


PR00503D 20.81 1.409e-18 421-440 
PR00503B 9.96 7.750e-18 94-110 
PR00503C 19.84 1.720e-15 110-128 
PR00503A 14.39 6.824e-13 78-91 
PR00503B 9.96 4.400e-12 387-403 
PR00503D 20.81 1.188e-ll 128-147 
PR00503C 19.84 1.000e-08 403-421 


894 


BL00282 


Kazal serine protease inhibitors family 
proteins. 


BL00282 16.88 2.397e-14 92-114 


894 


PR00290 


KAZAL-TYPE SERINE PROTEASE 
INHIBITOR SIGNATURE 


PR00290A 10.88 2.286e-ll 92-102 


894 


PR00450 


RECOVERIN FAMILY SIGNATURE 


PR00450C 12.22 4.532e-09 182-203 


895 


PR00753 


1 - AMINOC YCLOPROP ANE- 1 - 
CARBOXYLATE SYNTHASE 
SIGNATURE 


PR00753E8.01 8.522e-ll 171-195 


896 


BL00478 


LIM domain proteins. 


BL00478B 14.79 4.000e-12 102-116 
BL00478B 14.79 6.000e-12 173-187 
BL00478B 14.79 6.200e-ll 43-57 
BL00478B 14.79 9.135e-10 231-245 


897 


PR00109 


TYROSINE KINASE CATALYTIC 
DOMAIN SIGNATURE 


PR00109B 12.27 5.787e-13 467-485 


897 


BL00479 


Phorbol esters / diacylglycerol binding 
domain proteins. 


BL00479C 12.01 7.300e-13 512-524 


897 


BL00239 


Receptor tyrosine kinase class II proteins. 


BL00239B 25.15 8.948e-13 402-449 


897 


BL00107 


Protein kinases ATP -binding region proteins. 


BL00107A 18.39 9.217e-14 467-497 
BL00107B 13.31 8.714e-ll 533-548 


897 


PF00564 


Octicosapeptide repeat proteins. 


PF00564B 24.74 6.442e-09 418-468 


898 


PR00109 


TYROSINE KINASE CATALYTIC 
DOMAIN SIGNATURE 


PR00109B 12.27 5.787e-13 654-672 


898 


BL00479 


Phorbol esters / diacylglycerol binding 


BL00479C 12.01 7.300e-13 699-711 
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domain proteins. 




898 


BL00239 


Receptor tyrosine kinase class II proteins. 


BL00239B 25.15 8.948e~13 589-636 


898 


BL00107 


Protein kinases ATP-binding region proteins. 


BL00107A 18.39 9.217e-14 654-684 
BL00107B 13.31 8.714e-ll 720-735 


898 


PF00564 


Octicosapeptide repeat proteins. 


PF00564B 24.74 6.442e-09 605-655 


900 


PR00007 


COMPLEMENT C1Q DOMAIN 
SIGNATURE 


PR00007C 15.60 3.893e-18 199-220 
PR00007A 19.33 7.500e-17 124-150 
PR00007B 14.16 2.688e-16 151-170 
PR00007D 9.64 5. 154e-l 1 232-242 


900 


BL00420 


Speract receptor repeat proteins domain 
proteins. 


BL00420A 20.42 6.400e-ll 77-105 
BL00420A 20.42 6.164e-10 25-53 
BL00420A 20.42 9.262e-10 68-96 
BL00420A 20.42 1.277e-09 65-93 


900 


BL01113 


Clq domain proteins. 


BL01113B 18.26 8.031e-28 130-165 
BL01113C 13.18 7.000e-18 199-218 
BL01113A 17.99 5.135e-13 95-121 
BL01113D 7.47 7.231e-12 234-243 
BL01113A 17.99 3.864e-ll 34-60 
BL01113A 17.99 1.191e-10 71-97 
BL01113A 17.99 1.957e-10 77-103 
BL01113A 17.99 1.000e-09 28-54 
BL01113A 17.99 5,154e-09 68-94 
BL01113A 17.99 7.577e-09 74-100 
BL01113A 17.99 8.615e-09 83-109 


901 


PR00927 


ADENINE NUCLEOTIDE 
TRANSLOCATOR 1 SIGNATURE 


PR00927A 7.98 9.667e-09 14-26 


902 


PR00209 


ALPHA/BETA GLIADIN FAMILY 
SIGNATURE 


PR00209B 4.88 4.494e-12 427-445 


902 


BL00415 


Synapsins proteins. 


BL00415N 4.29 6.771e-10 425-468 


902 


PR00021 


SMALL PROLINE-RICH PROTEIN 
SIGNATURE 


PR00021A 4.31 3.278e-09 448-460 


902 


DM00406 


GLIADIN. 


DM00406 7.73 3.919e-10 427-439 
DM00406 7.73 6.400e-09 448-460 


902 


PR00208 


GLIADIN AND LMW GLUTENIN 
SUPERFAMILY SIGNATURE 


PR00208A 12.59 5.438e-09 402-419 
PR00208A 12.59 7.534e-09 420-437 
PR00208A 12.59 8.521e-09 419-436 


902 


BL00795 


Involucrin proteins. 


BL00795C 17.06 1.105e-10 396-440 
BL00795C 17.06 6.651e-10 411-455 
BL00795C 17.06 6.965e-10 394-438 
BL00795C 17.06 7.698e-10 422-466 
BL00795C 17.06 2.900e-09 408-452 
BL00795C 17.06 3.800e-09 395-439 
BL00795C 17.06 5.200e-09 425-469 
BL00795C 17.06 9.200e-09 424-468 


905 


PR00019 


LEUCINE-RICH REPEAT SIGNATURE 


PR00019A 11.19 8.435e-10 5-18 


908 


BL01208 


VWFC domain proteins. 


BL01208B 15.83 3.250e-10 1480-1494 


908 


PR00457 


ANIMAL HAEM PEROXIDASE 
SIGNATURE 


PR00457E 20.67 3.118e-22 1041-1067 
PR00457D 16.81 4.194e-21 1016-1036 
PR00457C 19.25 1.675e-13 998-1016 
PR00457H 15.90 5.680e-13 1292-1306 
PR00457F 13.69 4.750e-12 1094-1104 
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PR00457G 17.45 8.615e-12 1221-1241 
PR00457B 13.29 3.411e-10 846-861 


908 


BL00240 


Receptor tyrosine kinase class III proteins. 


BL00240B 24.70 1.000e-09 325-348 


908 


PD01270 


RECEPTOR FC IMMUNOGLOBULIN 
AFFIN. 


PD01270A 17.22 4.58le-09 304-343 


908 


PR00019 


LEUCINE-RICH REPEAT SIGNATURE 


PR00019B 11.36 7.480e-09 73-86 


909 


BL01208 


VWFC domain proteins. 


BL01208B 15.83 3.250e-10 1511-1525 


909 


PR00457 


ANIMAL HAEM PEROXIDASE 
SIGNATURE 


PR00457E 20.67 3.118e-22 1072-1098 
PR00457D 16.81 4.194e-21 1047-1067 
PR00457C 19.25 1.675e-13 1029-1047 
PR00457H 15.90 5.680e-13 1323-1337 
PR00457F 13.69 4.750e-12 1 125-1 135 1 
PR00457G 17.45 8.615e-12 1252-1272 
PR00457B 13.29 3.411e-10 877-892 


909 


BL00240 


Receptor tyrosine kinase class EI proteins. 


BL00240B 24.70 1.000e-09 356-379 


909 


PD01270 


RECEPTOR FC IMMUNOGLOBULIN 
AFFIN. 


PD01270A 17.22 4.581e-09 335-374 


909 


PR00019 


LEUCINE-RICH REPEAT SIGNATURE 


PR00019B 11.36 7.480e-09 104-117 


910 


BL01208 


VWFC domain proteins. 


BL01208B 15.83 3.250e-10 1373-1387 


910 


PR00457 


ANIMAL HAEM PEROXIDASE 
SIGNATURE 


PR00457E 20.67 3.118e-22 934-960 
PR00457D 16.81 4.194e-21 909-929 
PR00457C 19.25 1.675e-13 891-909 
PR00457H 15.90 5.680e-13 1185-1199 
PR00457F 13.69 4.750e-12 987-997 
PR00457G 17.45 8.615e-12 1114-1134 
PR00457B 13.29 3.411e-10 739-754 


910 


BL00240 


Receptor tyrosine kinase class III proteins. 


BL00240B 24.70 1.000e-09 302-325 


910 


PD01270 


RECEPTOR FC IMMUNOGLOBULIN 
AFFIN. 


PD01270A 17.22 7.677e-09 281-320 


910 


PR00019 


LEUCINE-RICH REPEAT SIGNATURE 


PR00019B 11.36 8.920e-09 73-86 


911 


BL00022 


EGF-like domain proteins. 


BL00022B 7.54 3.250e-10 881-887 
BL00022B 7.54 1.000e-09 88-94 


911 


PR00764 


COMPLEMENT C9 SIGNATURE 


PR00764F 16.89 8.274e-10 942-962 
PR00764F 16.89 6.377e-09 576-596 


911 


PR00010 


TYPE II EGF-LIKE SIGNATURE 


PROOOlOA 11.79 3.700e-12 43-54 
PROOOIOC 11.16 5.636e-10 84-94 
PROOOIOC 11.16 6.727e-10 122-132 
PROOOlOA 11.79 8.258e-10 168-179 
PROOOlOA 11.79 1.231e-09 102-113 
PROOOIOC 11.16 5.500e-09 877-887 
PROOOIOC 11.16 7.000e-09 230-240 


911 


DM00060 


338 kw NEUREXIN ALPHA ILL CYSTEINE. 


DM00060 6.92 7.250e-ll 942-951 
DM00060 6.92 8.740e-09 576-585 


911 


BL00279 


Membrane attack complex components / 
perforin proteins. 


BL00279E37.il l.OOOe- 10 925-972 
BL00279E 37.11 4.470e-10 846-893 
BL00279E 37.11 8.744e-09 559-606 


911 


BL01187 


Calcium-binding EGF-like domain proteins 
pattern proteins. 


BL01187B 12.04 9.667e-12 117-132 
BL01187A 9.98 9.053e-ll 166-177 
BL01187B 12.04 6.175e-09 834-849 
BL01187A 9.98 8.125e-09 41-52 
BL01187B 12.04 9.325e-09 183-198 
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911 


PD00919 


CALCIUM-BINDING PRECURSOR 
SIGNAL R. 


PD00919A 11.53 9.410e-10 574-585 
PD00919A 11.53 9.864e-09 47-58 


914 


BL00888 


Cyclic nucleotide-binding domain proteins. 


BL00888B 14.79 4.000e-16 161-184 
BL00888B 14.79 1.692e-14 279-302 


914 


DM01513 


CAMP -DEPENDENT PROTEIN KINASE 
REGULATORY CHAIN. 


DM01513B 6.81 8.457e-34 198-249 
DM01513B 6.81 2.500e-14 322-373 


914 


PR00103 


CAMP-DEPENDENT PROTEIN KINASE 
SIGNATURE 


PR00103B 13.39 1.000e-16 173-187 
PR00103A 9.59 8.105e-15 276-290 
PR00103E 17.80 9.591e-15 355-367 
PR00103D 10.83 3.700e-14 334-345 
PR00103B 13.39 5.935e-13 291-305 
PR00103A 9.59 1.500e-12 158-172 
PR00103C 15.68 1.000e-ll 322-331 
PR00103D 10.83 4.349e-10 210-221 


915 


PD00289 


PROTEIN SH3 DOMAIN REPEAT 
PRESYNA. 


PD00289 9.97 8.920e-10 602-615 


916 


PR00087 


LIPOXYGENASE SIGNATURE 


PR00087C 15.00 3.057e-21 373-393 
PR00087A 18.37 7.955e-18 335-352 
PR00087B 15.25 1.000e-16 353-370 


916 


BL00711 


Lipoxygenases iron-binding region proteins. 


BL00711E 19.66 8.909e-35 364-400 
BL00711I 18.56 4.250e-34 526-563 
BL00711D 17.56 2.800e-24 296-321 
BL00711H 23.34 5.091e-23 484-522 
BL00711C 20.75 2.227e-21 221-249 
BL00711F 19.79 5.065e-16 434-450 
BL00711B 14.24 1.290e-15 160-175 
BL00711G 21.83 8.636e-12 452-483 
BL00711A 15.87 5.645e-ll 94-103 


916 


PR00467 


MAMMALIAN LIPOXYGENASE 
SIGNATURE 


PR00467F 11.25 4.661e-18 418-440 
PR00467E 9.00 5.500e-17 293-312 
PR00467A 8.04 4.000e-13 11-28 
PR00467D 16.69 5.210e-12 196-217 
PR00467B 17.25 L831e-ll 57-76 
PR00467C 12.06 1.662e-09 134-148 


917 


PR00467 


MAMMALIAN LIPOXYGENASE 
SIGNATURE 


PR00467E 9.00 5.500e-17 266-285 
PR00467A 8.04 4.000e-13 11-28 
PR00467D 16.69 5.210e-12 169-190 
PR00467B 17.25 1.831e-ll 57-76 


917 


BL00711 


Lipoxygenases iron-binding region proteins. 


BL00711C 20.75 2.227e-21 194-222 
BL00711B 14.24 1.290e-15 131-146 
BL00711A 15.87 5.645e-ll 94-103 


918 


BL00711 


Lipoxygenases iron-binding region proteins. 


BL00711C 20.75 2.227e-21 223-251 
BL00711B 14.24 1.290e-15 160-175 
BL00711A 15.87 5.645e-ll 94-103 


918 


PR00467 


MAMMALIAN LIPOXYGENASE 
SIGNATURE 


PR00467E 9.00 5.500e-17 295-314 
PR00467A 8.04 4.000e-13 11-28 
PR00467D 16.69 5.210e-12 198-219 
PR00467B 17.25 1.831e-ll 57-76 
PR00467C 12.06 1.662e-09 134-148 


927 


PD00919 


CALCIUM-BINDING PRECURSOR 
SIGNAL R. 


PD00919A 11.53 8.377e-10 216-227 
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927 


BL01187 


Calcium-binding EGF-like domain proteins 
pattern proteins. 


BL01187B 12.04 7.429e-10 108-123 
BL01187B 12.04 9.486e-10 189-204 
BL01187B 12.04 2.800e-09 227-242 


927 


PR00011 


TYPE III EGF-LIKE SIGNATURE 


PR00011D 14.03 4.158e-12 39-57 
PR00011B 13.08 2.973e-09 39-57 


927 


BL00243 


Integrins beta chain cysteine-rich domain 
proteins. 


BL00243H 17.53 7.276e-09 65-90 


927 


PR00010 


TYPE II EGF-LIKE SIGNATURE 


PR00010C 11.16 5.929e-09 194-204 
PR00010C 11.16 8.286e-09 113-123 


927 


BL01185 


C- terminal cystine knot proteins. 


BL01185B 21.14 9.047e-09 168-216 


927 


DM00060 


338 kw NEUREXIN ALPHA III CYSTEINE. 


DM00060 6.92 9.460e-09 139-148 


927 


BL01248 


Larninin-type EGF-like (LE) domain proteins. 


BL01248 11.02 9.660e-09 48-60 


928 


PR00456 


RIBOSOMAL PROTEIN P2 SIGNATURE 


PR00456E3.06 7.835e-09 1-15 


933 


BL00680 


Methionine aminopeptidase subfamily 1 
proteins. 


BL00680 14.37 5.304e-17 173-194 


933 


BL01202 


Methionine aminopeptidase subfamily 2 
proteins. 


BL01202B 26.24 9.671e-10 173-210 


933 


PR00599 


METHIONINE AMINOPEPTIDASE- 1 
SIGNATURE 


PR00599B 12.01 4.600e-20 173-189 
PR00599A 11.65 1.273e-14 151-164 
PR00599D 12.92 3.340e-10 273-285 
PR00599C 1 1.34 6.471e-09 243-255 


938 


PD00289 


PROTEIN SH3 DOMAIN REPEAT 
PRESYNA. 


PD00289 9.97 4.960e-10 137-150 


940 


PD02784 


PROTEIN NUCLEAR 
RLBONUCLEOPROTEIN. 


PD02784B 26.46 1.000e-40 217-259 
PD02784C 20.76 1.000e-40 335-380 
PD02784A 21.09 4.176e-36 178-214 
PD02784B 26.46 7.683e-10 370-412 


940 


BL00030 


Eukaryotic RNA-binding region RNP-1 
proteins. 


BL00030A 14.39 1.857e-09 456-474 
BL00030A 14.39 1.000e-08 186-204 


941 


BL00740 


MAM domain proteins. 


BL00740A 13.87 7. 188e- 12 410-422 


941 


PR00020 


MAM DOMAIN SIGNATURE 


PR00020A 18.17 9.816e-12 408-426 


941 


PR00907 


THROMBOMODULIN SIGNATURE 


PR00907B 11.29 4.082e-ll 144-160 


941 


PF00094 


von Willebrand factor type D domain 
proteins. 


PF00094A 11.09 5.109e-09 139-148 


941 


BL00243 


Integrins beta chain cysteine-rich domain 
proteins. 


BL00243H 17.53 7.632e-09 69-94 


941 


BL01177 


Anaphylatoxin domain proteins. 


BL01177E 20.64 9.882e-09 146-172 


941 


BL01187 


Calcium-binding EGF-like domain proteins 
pattern proteins. 


BL01187B 12.04 9.100e-14 237-252 
BL01187B 12.04 5.333e-12 192-207 
BL01187B 12.04 6.333e-12 110-125 
BL01187A 9.98 9.250e-09 173-184 
BL01187A 9.98 1.000e-08 218-229 


942 


BL00740 


MAM domain proteins. 


BL00740A 13.87 7.188e-12 415-427 


942 


PR00020 


MAM DOMAIN SIGNATURE 


PR00020A 18.17 9.816e-12 413-431 


942 


PR00907 


THROMBOMODULIN SIGNATURE 


PR00907B 11.29 4.082e- 11 149-165 


942 


PF00094 


von Willebrand factor type D domain 
proteins. 


PF00094A 11.09 5.109e-09 144-153 


942 


BL00243 


Integrins beta chain cysteine-rich domain 
proteins. 


BL00243H 17.53 7.632e-09 74-99 


942 


BL01177 


Anaphylatoxin domain proteins. 


BL01177E 20.64 9.882e-09 151-177 


942 


BL01187 


Calcium-binding EGF-like domain proteins 


BL01187B 12.04 9.100e-14 242-257 
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pattern proteins. 


BL01187B 12.04 5.333e-12 197-212 
BL01187B 12.04 6.333e-12 115-130 
BL01187A 9.98 9.250e-09 178-189 
BL01187A 9.98 1.000e-08 223-234 


943 


PF00855 


PWWP domain proteins. 


PF00855 13.75 8.403e-13 274-290 


943 


BL00633 


Bromodomain proteins. 


BL00633B 13.82 8.977e-12 178-202 


943 


BL00479 


Phorbol esters / diacylglycerol binding 
domain proteins. 


BL00479B 12.57 9.460e-10 94-109 


943 


PR00503 


BROMODOMAIN SIGNATURE 


PR00503B 9.96 8.667e-10 177-193 
PR00503D 20.81 9.069e-09 211-230 


944 


PF00855 


PWWP domain proteins. 


PF00855 13.75 8.403e-13 274-290 


944 


BL00633 


Bromodomain proteins. 


BL00633B 13.82 8.977e-12 178-202 


944 


BL00479 


Phorbol esters / diacylglycerol binding 
domain proteins. 


BL00479B 12.57 9.460e-10 94-109 


944 


PR00503 


BROMODOMAIN SIGNATURE 


PR00503B 9.96 8.667e-10 177-193 
PR00503D 20.81 9.069e-09 211-230 


945 


PF00855 


PWWP domain proteins. 


PF00855 13.75 8.403e-13 274-290 


945 


BL00633 


Bromodomain proteins. 


BL00633B 13.82 8.977e-12 178-202 


945 


BL00479 


Phorbol esters / diacylglycerol binding 
domain proteins. 


BL00479B 12.57 9.460e-10 94-109 


945 


PR00208 


GLIADIN AND LMW GLUTENIN 
SUPERFAMILY SIGNATURE 


PR00208A 12.59 9.868e-10 835-852 
PR00208A 12.59 2.233e-09 838-855 


945 


DM00406 


GLIADIN. 


DM00406 7.73 9.000e-09 836-848 


945 


PR00503 


BROMODOMAIN SIGNATURE 


PR00503B 9.96 8.667e-10 177-193 
PR00503D 20.81 9.069e-09 211-230 


946 


PF00855 


PWWP domain proteins. 


PF00855 13.75 8.403e-13 279-295 


946 


BL00633 


Bromodomain proteins. 


BL00633B 13.82 8.977e-12 183-207 


946 


BL00479 


Phorbol esters / diacylglycerol binding 
domain proteins. 


BL00479B 12.57 9.460e-10 99-114 


946 


PR00208 


GLIADIN AND LMW GLUTENIN 
SUPERFAMILY SIGNATURE 


PR00208A 12.59 9.868e-10 840-857 
PR00208A 12.59 2.233e-09 843-860 


946 


DM00406 


GLIADIN. 


DM00406 7.73 9.000e-09 841-853 


946 


PR00503 


BROMODOMAIN SIGNATURE 


PR00503B 9.96 8.667e-10 182-198 
PR00503D 20.81 9.069e-09 216-235 


950 


PR00907 


THROMBOMODULIN SIGNATURE 


PR00907B 11.29 4.039e-10 677-693 


950 


PR00206 


CONNEXIN SIGNATURE 


PR00206F 16.77 4.250e-09 498-521 


950 


PR00169 


POTASSIUM CHANNEL SIGNATURE 


PR00169G 9.39 7.932e-09 467-489 


951 


BL00427 


Disinte grins proteins. 


BL00427 13.93 7.592e-26 443-497 


951 


PR00138 


MATRIXIN SIGNATURE 


PR00138D 16.56 5.101e-ll 342-367 


951 


BL00142 


Neutral zinc metallopeptidases, zinc-binding 
region proteins. 


BL00142 8.38 7.545e-ll 342-352 


951 


PR00289 


DISINTEGRIN SIGNATURE 


PR00289A 13.62 2.500e-14 457-476 
PR00289B 11.79 4.226e-10 486-498 


951 


PR00480 


ASTACIN FAMILY SIGNATURE 


PR00480B 15.41 8.909e-10 337-355 


951 


BL00546 


Matrixins cysteine switch. 


BL00546C 16.41 4.255e-09 336-367 


951 


BL00024 


Hemopexin domain proteins. 


BL00024D 17.28 5.596e-09 336-367 


951 


PR00907 


THROMBOMODULIN SIGNATURE 


PR00907E 11.70 7.353e-09 629-651 


953 


PD00078 


REPEAT PROTEIN ANK NUCLEAR 
ANKYR. 


PD00078B 13.14 5.500e-ll 360-372 


953 


PF00023 


Ank repeat proteins. 


PF00023A 16.03 6.000e-12 334-349 
PF00023A 16.03 1.857e-ll 156-171 
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PF00023A 16.03 3.143e-ll 255-270 
PF00023B 14.20 3.455e-09 363-372 
PF00023A 16.03 5.821e-09 188-203 


953 


PF00791 


Domain present in ZO-1 and Unc5-like netrin 
receptors. 


PF00791B 28.49 4.273e-ll 334-388 
PF00791B 28.49 4.818e-ll 301-355 
PF00791B 28.49 4.845e-10 188-242 
PF00791B 28.49 9.339e-09 222-276 


954 


BL00252 


Interferon alpha, beta and delta family 
proteins. 


BL00252A 18.49 6.657e-23 35-71 
BL00252B 19.78 2.846e-14 73-123 


954 


PR00266 


INTERFERON ALPHA AND BETA 
SUBUNIT SIGNATURE 


PR00266A 13.61 1.000e-13 67-79 


956 


PR00081 


GLUCOSE/RJBITOL DEHYDROGENASE 
FAMILY SIGNATURE 


PR00081A 10.53 6.226e-13 34-51 
PR00081F 15.71 7.632e-12 152-172 
PR00081B 10.38 2.895e-10 108-119 


958 


PR00885 


BACTERIAL GENERAL SECRETION 
PATHWAY PROTEIN H SIGNATURE 


PR00885B 8.16 9.143e-10 394-408 


958 


BL00616 


Histidine acid phosphatases phosphohistidine 
proteins. 


BL00616A 11.86 7.811e-09 40-47 


959 


BL00284 


Serpins proteins. 


BL00284C 28.56 1.000e-34 118-159 
BL00284D 16.34 4.857e~21 224-250 
BL00284B 17.99 5.800e-19 91-111 
BL00284E 19.15 7.577e-18 305-329 


960 


BL00284 


Serpins proteins. 


BL00284C 28.56 2.588e-23 186-227 
BL00284A 15.64 7.750e-22 73-96 
BL00284D 16.34 4.857e-21 292-318 
BL00284E 19.15 7.577e-18 373-397 


961 


BL00284 


Serpins proteins. 


BL00284C 28.56 1.000e-34 186-227 
BL00284A 15.64 7.750e-22 73-96 
BL00284D 16.34 4.857e-21 292-318 
BL00284B 17.99 6.625e-18 159-179 
BL00284E 19.15 7.577e-18 373-397 


962 


BL00284 


Serpins proteins. 


BL00284C 28.56 1.000e-34 204-245 
BL00284A 15.64 7.750e-22 73-96 
BL00284B 17.99 5.800e-19 177-197 
BL00284E 19.15 7.577e-18 373-397 


964 


BL00427 


Disinte grins proteins. 


BL00427 13.93 2.739e-16 459-513 


964 


PR00480 


ASTACIN FAMILY SIGNATURE 


PR00480B 15.41 9.045e-10 359-377 


964 


BL00142 


Neutral zinc metallopeptidases, zinc-binding 
region proteins. 


BL00142 8.38 1.429e-09 364-374 


964 


PR00289 


DISINTEGRIN SIGNATURE 


PR00289A 13.62 7.000e-14 473-492 
PR00289B 11.79 2.579e-09 502-514 


964 


BL00412 


Neuromodulin (GAP-43) proteins. 


BL00412D 16.54 3.966e-ll 763-813 
BL00412D 16.54 7.065e-10 759-809 
BL00412D 16.54 4.857e-09 764-814 
BL00412D 16.54 9.357e-09 762-812 


966 


BL01238 


GDA1/CD39 family of nucleoside 
phosphatases proteins. 


BL01238C 14.36 2.174e-17 177-198 
BL01238D 10.19 3.302e-13 216-229 
BL01238A 11.72 6.936e-12 59-73 
BL01238B 10.99 1.529e-09 133-143 


967 


BL01113 


Clq domain proteins. 


BL01113B 18.26 9.438e-20 95-130 
BL01113D 7.47 9.308e-12 195-204 
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BL01113C 13.18 4.750e-10 163-182 


967 


PR00007 


COMPLEMENT C1Q DOMAIN 
SIGNATURE 


PR00007B 14.16 7.698e-13 116-135 
PR00007D 9.64 9.654e-ll 193-203 
PR00007C 15.60 3.656e-10 163-184 
PR00007A 19.33 1.571e-09 89-115 


969 


PR00237 


RHODOP SIN-LIKE GPCR SUPERFAMILY 
SIGNATURE 


PR00237A 11.48 5.355e-09 408-432 


970 


BL00290 


Immunoglobulins and major 
histocompatibility complex proteins. 


BL00290A 20.89 7.480e-10 160-182 
BL00290B 13.17 2.875e-09 226-243 


970 


PR00939 


C2HC-TYPE ZINC-FINGER SIGNATURE 


PR00939B 13.27 8.412e-09 532-540 


971 


BL00289 


Pentaxin family proteins. 


BL00289D 17.60 1.947e-31 409-447 
BL00289C 12.56 8.615e-16 370-388 
BL00289A 30.36 7.457e-14 282-312 
BL00289B 15.96 8.364e-12 327-341 


971 


PR00895 


PENTAXIN SIGNATURE 


PR00895E 12.74 5.065e-18 417-436 
PR00895D 14.28 3.769e-17 397-416 
PR00895C 12.29 4.273e-17 370-388 
PR00895A 14.53 8.826e-13 305-319 
PR00895B 14.20 2.154e-12 327-341 
PR00895F 15.41 1.439e-10 436-450 


972 


PF00992 


Troponin. 


PF00992A 16.67 6.447e-09 741-775 


973 


BL00036 


bZIP transcription factors basic domain 
proteins. 


BL00036 9.02 5.737e-ll 633-645 


973 


PR00043 


JUN TRANSCRIPTION FACTOR 
SIGNATURE 


PR00043B 8.73 9.241e-ll 633-649 


973 


PF00624 


Flocculin repeat proteins. 


PF00624I 9.10 5.125e-10 461-490 
PF00624I 9.10 5.800e-10 462-491 
PF00624I 9.10 4.331e-09 458-487 
PF00624I 9.10 6.457e-09 456-485 
PF00624I 9.10 6.811e-09 453-482 
PF00624I 9.10 8.441e-09 454-483 


977 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 2.174e-10 2473-2486 


977 


DM00406 


G LI AD IN. 


DM00406 7.73 1.400e-09 537-549 


977 


PR00021 


SMALL PROLINE-RICH PROTEIN 
SIGNATURE 


PR00021A 4.31 2.253e-09 538-550 


977 


BL00904 


Protein prenyltransferases alpha subunit 
repeat proteins proteins. 


BL00904A 8.30 2.660e-09 537-586 


977 


DM00215 


PROLINE-RICH PROTEIN 3. 


DM00215 19.43 5.821e-10 543-575 
DM00215 19.43 7.750e-10 531-563 
DM00215 19.43 7.750e-10 559-591 
DM00215 19.43 2.525e-09 536-568 
DM00215 19.43 4.508e-09 533-565 


977 


PR00049 


WILM'S TUMOUR PROTEIN SIGNATURE 


PR00049D 0.00 9.017e-ll 540-554 
PR00049D 0.00 9.168e-ll 541-555 
PR00049D 0.00 2.983e-09 538-552 
PR00049D 0.00 3.288e-09 539-553 
PR00049D 0.00 3.898e-09 543-557 
PR00049D 0.00 4.814e-09 537-551 








PR00049D 0.00 6.034e-09 191-205 


977 


PR00239 


MOLLUSCAN RHODOP SIN C- 
TERMINAL TAIL SIGNATURE 


PR00239E 1.58 6.318e-09 542-553 
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977 


BL00415 


Synapsins proteins. 


BL00415N4.29 8.143e-ll 556-599 
BL00415N4.29 8.357e-ll 550-593 
BL00415N 4.29 6.702e-10 543-586 
BL00415N 4.29 8.145e-10 532-575 
BL00415N4.29 8.969e-10 548-591 
BL00415N 4.29 3.562e-09 555-598 
BL00415N 4.29 4.088e-09 531-574 
BL00415N 4.29 9.869e-09 539-582 


977 


PR00211 


GLUTELIN SIGNATURE 


PR00211B 0.86 9.917e-09 551-571 


980 


BL00282 


Kazal serine protease inhibitors family 
proteins. 


BL00282 16.88 4.234e-12 73-95 


980 


PR00834 


HTRA/DEGQ PROTEASE FAMILY 
SIGNATURE 


PR00834C 15.43 3.613e-20 237-261 
PR00834D 12.14 6.455e-18 275-292 
PR00834B 10.09 5.500e-14 196-216 
PR00834E 13.63 5.355e-13 297-314 
PR00834F 10.91 9.526e-12 389-401 
PR00834A9.80 3.659e-ll 175-187 


980 


BL00222 


Insulin-like growth factor binding proteins. 


BL00222B 11.09 4.420e- 10 22-37 


980 


PR00290 


KAZAL-TYPE SERINE PROTEASE 
INHIBITOR SIGNATURE 


PR00290B 9.78 4.326e-09 84-95 


980 


BL00273 


Heat-stable enterotoxins proteins. 


BL00273 12.24 8.286e-09 26-38 


981 


PR00792 


PEPSIN (Al) ASPARTIC PROTEASE 
FAMILY SIGNATURE 


PR00792A 11.54 5.500e-18 80-100 
PR00792D 12.74 9.069e-13 395-410 
PR00792C 9.10 4.214e-12 312-323 


981 


BL00141 


Eukaryotic and viral aspartyl proteases 
proteins. 


BL00141A 12.10 4.789e-15 87-102 
BL00141E 14.32 6.850e-15 396-419 
BL00141D 6.28 7.300e-ll 312-321 
BL00141B 12.14 2.929e-10 228-239 


982 


BL00523 


Sulfatases proteins. 


BL00523A 13.36 6.65 le- 10 44-60 


984 


PR00765 


C ARB OX YPEPTID ASE A 
METALLOPROTEASE (Ml 4) FAMTLY 
SIGNATURE 


PR00765B 15.57 7.857e-16 99-113 
PR00765D 14.16 5.500e-ll 233-246 
PR00765C 12.55 L290e-10 179-187 


984 


BL00132 


Zinc carboxypeptidases, zinc-binding region 
1 proteins. 


BL00132C 21.35 3.308e-28 129-169 
BL00132B 15.93 1.871e-16 99-1 12 
BL00132A 26.07 1.682e-14 50-90 
BL00132F 13.26 7.254e- 14 228-249 
BL00132D 12.70 2.875e-12 173-187 
BL00132E 17.72 3.552e-12 199-225 
BL00132G 10.94 4.541e-10 285-302 


985 


PR00765 


CARBOXYPEPTIDASE A 
METALLOPROTEASE (Ml 4) FAMILY 
SIGNATURE 


PR00765B 15.57 7.857e-16 99-113 
PR00765D 14.16 5.500e-ll 233-246 
PR00765C 12.55 1.290e-10 179-187 


985 


BL00132 


Zinc carboxypeptidases, zinc-binding region 
1 proteins. 


BL00132C 21.35 3.308e-28 129-169 
BL00132B 15.93 1.871e-16 99-1 12 
BL00132A 26.07 1.682e-14 50-90 
BL00132F 13.26 7.254e-14 228-249 
BL00132D 12.70 2.875e-12 173-187 
BL00132E 17.72 3.552e-12 199-225 
BL00132G 10.94 4.541e-10 285-302 


990 


PD00066 


PROTEIN ZINC-FINGER METAL-BINDI. 


PD00066 13.92 5.304e-ll 110-122 


991 


BL00107 


Protein kinases ATP-binding region proteins. 


BL00107A 18.39 1.000e-15 139-169 
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BL00107B 13.31 4.273e-13 209-224 


991 


PR00109 


TYROSINE KINASE CATALYTIC 
DOMAIN SIGNATURE 


PR00109B 12.27 7.894e-13 139-157 


991 


BL00240 


Receptor tyrosine kinase class III proteins. 


BL00240E 11.56 6.580e-10 125-162 


994 


PR00007 


COMPLEMENT C1Q DOMAIN 
SIGNATURE 


PR00007A 19.33 6.936e-13 168-194 
PR00007C 15.60 9.250e-13 243-264 
PR00007B 14.16 9.372e-13 195-214 
PR00007D 9.64 5.500e-ll 275-285 


994 


PR00524 


CHOLECYSTOKININ TYPE A RECEPTOR 
SIGNATURE 


PR00524F 5.36 1.766e-09 94-107 


994 


BL00420 


Speract receptor repeat proteins domain 
proteins. 


BL00420A 20.42 7.058e-12 79-107 
BL00420A 20.42 4.689e-10 97-125 
BL00420A 20.42 6.902e-10 82-110 
BL00420A 20.42 1.277e-09 85-113 
BL00420A 20.42 5.292e-09 76-104 


994 


BL01113 


Clq domain proteins. 


BL01113B 18.26 1.675e-24 174-209 
BL01113A 17.99 1.871e-15 85-111 
BL01113A 17.99 5.091e-14 82-108 
BL01113D 7.47 3.250e-13 277-286 
BL01113A 17.99 4.892e-13 76-102 
BL01113A 17.99 6.108e-13 94-120 
BL01113A 17.99 9.757e-13 79-105 
BL01113A 17.99 3.769e-12 88-114 
BL01 1 13A 17.99 6.308e-12 91-117 
BL01113C 13.18 9.294e-12 243-262 
BL01113A 17.99 8.159e-ll 70-96 
BL01113A 17.99 9.795e-ll 97-123 
BL01113A 17.99 9.809e-10 73-99 
BL01113A 17.99 6.019e-09 103-129 


995 


DM01595 


kw ALLANTOICASE SPAC1F7.09C. 


DM01595D 10.94 8.269e-16 116-140 
DM01595I 8.91 2.714e-15 300-317 
DM01595I 8.91 9.727e-14 117-134 
DM01595D 10.94 3.274e-ll 299-323 
DM01595E 14.67 6.299e-09 152-184 


997 


BL00720 


Guanine-nucleotide dissociation stimulators 
CDC25 family sign. 


BL00720B 16.57 4.103e-18 1089-1112 


997 


BL00741 


Guanine-nucleotide dissociation stimulators 
CDC24 family sign. 


BL00741B 14.27 4.326e-16 377-399 


1001 


BL00048 


Protamine PI proteins. 


BL00048 6.39 6.684e-10 949-975 
BL00048 6.39 3.363e-09 947-973 
BL00048 6.39 9.888e-09 781-807 


1002 


PF00628 


PHD -finger. 


PF00628 15.84 8.412e-14 201-215 


1002 


BL00048 


Protamine PI proteins. 


BL00048 6.39 6.684e-10 1158-1184 
BL00048 6.39 3.363e-09 1156-1182 
BL00048 6.39 9.888e-09 990-1016 


1003 


PR00320 

V 


G-PROTEIN BETA WD-40 REPEAT 
SIGNATURE 


PR00320A 16.74 4.103e-ll 1132-1146 
PR00320C 13.01 8.200e-10 1132-1146 
PR00320A 16.74 9.735e-10 1091-1105 
PR00320C 13.01 2.500e-09 1091-1105 
PR00320B 12.19 6.625e-09 1132-1146 


1004 


PF00569 


Zinc finger present in dystrophin, CBP/p300. 


PF00569 13.42 1.545e-16 21-37 
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1004 


PD00306 


PROTEIN GLYCOPROTEIN PRECURSOR 
RE. 


PD00306A 10.26 2.929e-09 257-270 


1006 


PR00399 


SYNAPTOTAGMIN SIGNATURE 


PR00399A 9.52 1.964e-09 162-177 


1007 


PR00806 


VINCULIN SIGNATURE 


PR00806D 11.95 3.963e-09 564-579 


1008 


BL00319 


Amyloidogenic glycoprotein extracellular 
domain proteins. 


BL00319C 17.12 5.625e-10 565-598 
BL00319C 17.12 4.316e-09 563-596 
BL00319C 17.12 5.382e-09 560-593 


1008 


PF00922 


Vesiculovirus phosphoprotein. 


PF00922A 19.17 8.862e-09 571-604 


1009 


PR00405 


HIV REV INTERACTING PROTEIN 
SIGNATURE 


PR00405B 11.83 8.385e-15 281-298 
PR00405A 17.71 4.306e-14 262-281 


1009 


PR00452 


SH3 DOMAIN SIGNATURE 


PR00452B 11.65 5.500e-09 895-910 


1009 


PR00910 


LUTEOVIRUS ORF6 PROTEIN 
SIGNATURE 


PR00910A 2.51 9.036e-09 335-347 


1011 


BL00240 


Receptor tyrosine kinase class III proteins. 


BL00240B 24.70 2.674e-10 384-407 
BL00240B 24.70 8.535e-10 479-502 
BL00240B 24.70 7.702e-09 575-598 


1011 


PD02870 


RECEPTOR INTERLEUKIN- 1 
PRECURSOR. 


PD02870B 18.83 4.600e-10 617-649 
PD02870B 18.83 5.883e-09 28-60 
PD02870B 18.83 7.894e-09 225-257 


1015 


BL00018 


EF-hand calcium-binding domain proteins. 


BL00018 7.41 5.765e-ll 147-159 


1015 


PR00450 


RECOVERIN FAMILY SIGNATURE 


PR00450C 12.22 1.228e-09 33-54 


1015 


BL00303 


S-100/lCaBP type calcium binding protein. 


BL00303B 26.15 6.559e-09 26-62 


1018 


BL00237 


G-protein coupled receptors proteins. 


BL00237A 27.68 1.474e-24 136-175 
BL00237C 13.19 6.400e-14 289-315 
BL00237B 5.28 3.077e-12 244-255 
BL00237D 11.23 9.654e-ll 342-358 


1018 


PR00237 


RHODOPSIN-LIKE GPCR SUPERFAMILY 
SIGNATURE 


PR00237E 13.03 2.588e-16 236-259 
PR00237D 8.94 8.800e-14 186-207 
PR00237B 13.50 2.636e-13 105-126 
PR00237C 15.69 4.960e-13 150-172 
PR00237F 13.57 6.040e-13 294-318 
PR00237A 11.48 3.143e-12 72-96 
PR00237G 19.63 3.53 le- 12 332-358 
PR00237E 13.03 4.441e-09 234-257 


1018 


PR00238 


OPSIN SIGNATURE 


PR00238B 16.24 2.667e-14 208-220 
PR00238A 13.79 8.286e-09 93-105 


1018 


PR00667 


RETINAL PIGMENT EPITHELIUM- 
RETINAL GPCR SIGNATURE 


PR00667B 10.86 8.800e-09 91-106 


1019 

i 


PR00019 


LEUCINE-RICH REPEAT SIGNATURE 


PR00019A 11.19 5.500e-15 378-391 
PR00019A 11.19 3.739e-10 134-147 
PR00019B 11.36 1.000e-09 535-548 
PR00019B 1 1.36 2.440e-09 375-388 
PR00019A 11.19 3.333e-09 252-265 
PR00019B 11.36 4.960e-09 225-238 
PR00019A 11.19 7.000e-09 560-573 
PR00019B 11.36 7.840e-09 351-364 
PR00019B 11.36 9.640e-09 180-193 


1021 


BL00720 


Guanine-nucleotide dissociation stimulators 
CDC25 family sign. 


BL00720B 16.57 6.595e-15 996-1019 


1021 


PF00791 


Domain present in ZO-1 and Unc5-like netrin 
receptors. 


PF00791C 20.98 6.01 le- 12 606-644 
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1021 


PD00289 


PROTEIN SH3 DOMAIN REPEAT 
PRESYNA. 


PD00289 9.97 5.050e-ll 625-638 


1021 


PR00834 


HTRA/DEGQ PROTEASE FAMILY 
SIGNATURE 


PR00834F 10.91 2.946e-09 621-633 


1021 


BL00888 


Cyclic nucleotide-binding domain proteins. 


BL00888B 14.79 4.682e-09 355-378 


1022 


BL00720 


Guanine-nucleotide dissociation stimulators 
CDC25 family sign. 


BL00720B 16.57 6.595e-15 946-969 


1022 


PF00791 


Domain present in ZO-1 and Unc5-like netrin 
receptors. 


PF00791C 20.98 6.011e-12 556-594 


1022 


PD00289 


PROTEIN SH3 DOMAIN REPEAT 
PRESYNA. 


PD00289 9.97 5.050e-ll 575-588 


1022 


PR00834 


HTRA/DEGQ PROTEASE FAMILY 
SIGNATURE 


PR00834F 10.91 2.946e-09 571-583 


1022 


BL00888 


Cyclic nucleotide-binding domain proteins. 


BL00888B 14.79 4.682e-09 305-328 


1024 


BL00476 


Fatty acid desaturases family 1 proteins. 


BL00476B 18.34 5.420e-09 365-408 


1024 


PR00669 


INHIBIN ALPHA CHAIN SIGNATURE 


PR00669B 8.27 6.488e-09 204-220 


1025 


BL00476 


Fatty acid desaturases family 1 proteins. 


BL00476B 18.34 5.420e-09 327-370 


1025 


PR00669 


INHIBIN ALPHA CHAIN SIGNATURE 


PR00669B 8.27 6.488e-09 166-182 


1028 


BL00232 


Cadherins extracellular repeat proteins 
domain proteins. 


BL00232B 32.79 9.419e-36 133-180 
BL00232B 32.79 5.345e-21 242-289 
BL00232A 27.72 3.727e-20 39-71 
BL00232C 10.65 2.742e-14 240-257 
BL00232B 32.79 6.566e- 14 357-404 


1028 


PR00205 


CADHERIN SIGNATURE 


PR00205B 11.39 2.909e-15 240-257 
PR00205A 14.73 8.457e-ll 165-180 


1029 


BL00232 


Cadherins extracellular repeat proteins 
domain proteins. 


BL00232B 32.79 9.419e-36 133-180 
BL00232B 32.79 5.345e-21 242-289 
BL00232A 27.72 3.727e-20 39-71 
BL00232C 10.65 2.742e-14 240-257 
BL00232B 32.79 6.566e-14 357-404 


1029 


PR00205 


CADHERIN SIGNATURE 


PR00205B 11.39 2.909e-15 240-257 
PR00205A 14.73 8.457e-ll 165-180 


1030 


PF00816 


H-NS histone family. 


PF00816B 13.84 9.284e-09 102-131 


1030 


PR00124 


ATP SYNTHASE C SUBUNIT 
SIGNATURE 


PR00124A8.81 9.000e-10 41-60 
PR00124A 8.81 9.379e-09 43-62 


1030 


BL00604 


Synaptophysin / synaptoporin proteins. 


BL00604F 5.96 9.696e-09 41-85 


1031 


BL00869 


Renal dipeptidase proteins. 


BL00869C 12.58 3.172e-19 112-147 
BL00869E 13.12 9.129e-18 173-209 
BL00869J 15.60 6.032e-17 323-362 
BL00869H 11.08 1.840e- 16 272-294 
BL00869G 13.55 2.543e-16 245-266 
BL00869F 12.77 7.03 le- 14 210-244 
BL00869I 12.92 3.274e-12 295-322 
BL00869D 14.02 5.282e-10 148-176 
BL00869B 15.55 9.382e-10 84-113 


1032 


BL00218 


Amino acid permeases proteins. 


BL00218D 21.49 7.446e-ll 244-288 
BL00218E 23.30 3.640e-10 325-364 


1033 


BL00721 


Formate— tetrahydrofolate ligase proteins. 


BL00721B 13.21 1.000e-40 456-510 
BL00721D 13.90 1.000e-40 648-701 
BL00721E 13.46 1.000e-40 707-755 
BL00721I 18.79 2.500e-40 924-969 
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BL00721H 21.20 8.239e-39 873-923 
BL00721A 15.31 9.719e-32 397-430 
BL00721C 16.92 4.000e-30 608-644 
BL00721F 15.96 8.232e-27 770-811 
BL00721G 7.97 3.017e-10 831-843 


1033 


PR00085 


TETRAHYDROFOLATE 
DEHYDROGENASE/CYCLOHYDROLASE 
FAMILY SIGNATURE 


PR00085C 15.23 4.906e-15 169-190 
PR00085B 15.92 7.488e-10 136-163 
PR00085E 15.79 6.216e-09 266-295 


1033 


BL00415 


Synapsins proteins. 


BL00415N4.29 8.489e-09 18-61 


1035 


PR00834 


HTRA/DEGQ PROTEASE FAMILY 
SIGNATURE 


PR00834F 10.91 2.946e-09 82-94 


1035 


BL00741 


Guanine-nucleotide dissociation stimulators 
CDC24 family sign. 


BL00741B 14.27 2.962e-09 911-933 


1035 


PR00049 


WILM'S TUMOUR PROTEIN SIGNATURE 


PR00049D 0.00 4.814e-09 1125-1139 
PR00049D 0.00 5.729e-09 147-161 


1035 


PR00554 


ADENOSINE A2B RECEPTOR 
SIGNATURE 


PR00554B 12.52 8.855e-09 724-732 


1037 


PR00390 


PHOSPHOLIPASE C SIGNATURE 


PR00390A 15.09 1.439e-20 295-313 


1037 


BL00303 


S-100/ICaBP type calcium binding protein. 


BL00303B 26.15 4.971e-09 135-171 


1037 


BL00292 


Cyclins proteins. 


BL00292A 22.87 5.114e-09 220-253 


1039 


PR00245 


OLFACTORY RECEPTOR SIGNATURE 


PR00245B 10.38 5.821e-14 176-190 
PR00245A 18.03 6.891e-14 58-79 
PR00245E 12.40 6.170e-ll 290-304 
PR00245C 7.84 2.286e-10 237-252 


1039 


BL00237 


G-protein coupled receptors proteins. 


BL00237A 27.68 5.408e-09 89-128 


1039 


PR00896 


VASOPRESSIN RECEPTOR SIGNATURE 


PR00896B 9.01 7.577e-09 54-65 


1039 


PR00534 


MELANOCORTIN RECEPTOR FAMTT ,Y 
SIGNATURE 


PR00534A 11.49 8.586e-09 50-62 


1039 


PR00237 


RHODOPSIN-LIKE GPCR SUPERFAMILY 
SIGNATURE 


PR00237B 13.50 6.000e-09 58-79 
PR00237E 13.03 8.941e-09 198-221 


1040 


BL01187 


Calcium-binding EGF-like domain proteins 
pattern proteins. 


BL01187A 9.98 2.125e-12 233-244 
BL01187A 9.98 4.789e-ll 286-297 
BL01187B 12.04 3.057e-10 348-363 


1040 


PD00919 


CALCIUM-BINDING PRECURSOR 
SIGNAL R. 


PD00919D 17.80 l.OOOe-40 406-456 
PD00919D 17.80 l.OOOe-40 465-515 
PD00919G 15.92 LOOOe-40 590-633 
PD00919H 17.48 LOOOe-40 634-675 
PD00919I 18.44 1.000e-40 676-724 
PD00919J 16.09 LOOOe-40 737-775 
PD00919K 18.26 l.OOOe-40 776-810 
PD00919L 16.90 LOOOe-40 812-851 
PD00919C 12.28 9.250e-34 357-386 
PD00919F 11.63 7.000e-33 555-583 
PD00919E 11.16 L000e-32 521-549 
PD00919G 15.92 4.197e-23 453-496 
PD00919G 15.92 1.556e-20 394-437 
PD00919F 11.63 5.103e-20 399-427 
PD00919G 15.92 9.111e-20 550-593 
PD00919D 17.80 3.793e-19 526-576 
PD00919F 11.63 8.397e-18 458-486 
PD00919B 9.47 3.455e-17 308-322 
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PD00919D 

PD00919A 

PD00919F 

PD00919D 

PD00919D 

PD00919F 

PD00919G 

PD00919D 

PD00919D 

PD00919E 

PD00919B 

PD00919G 

PD00919F 

PD00919E 

PD00919E 

PD00919E 

PD00919D 

PD00919E 

PD00919D 

PD00919G 

PD00919E 

PD00919D 

PD00919A 

PD00919D 



17.80 6.967e-17 566-616 
11.53 3.520e-15 199-210 
11.63 6.000e-15 595-623 
17.80 3.970e-14 488-538 
17.80 8.110e-14 429-479 
11.63 3.379e-13 517-545 
15.92 4.757e-12 489-532 
17.80 6.094e-12 370-420 
17.80 9.915e-12 562-612 
11.16 2,517e-l 1403-431 
9.47 3.714e-ll 215-229 
15.92 7.224e-ll 512-555 
11.63 8.372e-ll 494-522 
11.16 8.382e-ll 498-526 
11.16 9.899e-ll 462-490 
11.16 2.663e-10 559-587 
17.80 9.061e-10 501-551 
11.16 1.092e-09 599-627 
17.80 1.525e-09 503-553 
15.92 3.638e-09 430-473 
11.16 4.582e-09 439-467 
17.80 6.625e-09 524-574 
11.53 6.727e-09 239-250 
17.80 6.775e-09 442-492 



1042 



BL01022 



PTR2 family proton/ oligopeptide symporters 
proteins. 



BL01022B 22.19 2.241e-15 74-119 
BL01022E 23.51 3.739e-14 440-475 
BL01022A 11.58 2.212e-12 44-62 
BL01022D 9.42 2.946e-12 195-207 
BL01022C 16.62 6.226e-10 160-183 



1042 



PR00308 



TYPE I ANTIFREEZE PROTEIN 
SIGNATURE 



PR00308C 3.83 2.169e-09 20-29 



1043 



PF01140 



Matrix protein (MA), pi 5. 



PF01140D 15.54 3.700e-10 977-1011 



1043 



DM00215 



PROLINE-RICH PROTEIN 3. 



DM00215 19.43 5.018e-10 542-574 
DM00215 19.43 8.322e-09 537-569 
DM00215 19.43 8.322e-09 541-573 
DM00215 19.43 8.627e-09 530-562 
DM00215 19.43 9.542e-09 540-572 



1044 



PD01066 



PROTEIN ZINC FINGER ZINC-FINGER 
METAL-BINDING NU. 



PD01066 19.43 9.727e-36 10-48 



1044 



PD00066 



PROTEIN ZINC-FINGER METAL-BINDI. 



PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 



13.92 
13.92 
13.92 
13.92 
13.92 
13.92 
13.92 
13.92 
13.92 
13.92 
13.92 
13.92 
13.92 



3.769e 
4.462e 
6.538e 
l.OOOe 
l.OOOe 
9.000e 
3.571c 
4.000e 
5.714e- 
2,957e- 
7.652e- 
2.385e- 
1.600e- 



-15 384-396 
-15 244-256 
-15 468-480 
-13 300-312 
-13 608-620 
-13 160-172 
-12 216-228 
-12 580-592 
-12 496-508 
-11 524-536 
•11 328-340 
-10 552-564 
•09 272-284 
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1044 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 2.636e-15 589-602 
PR00048A 10.52 4.273e-15 253-266 
PR00048A 10.52 5.500e-14 533-546 
PR00048A 10.52 4.214e-13 225-238 
PR00048A 10.52 5.765e-12 281-294 
PR00048A 10.52 7.882e-12 477-490 
PR00048A 10.52 1.474e-ll 169-182 
PR00048A 10.52 1.947e-ll 141-154 
PR00048A 10.52 3.36Se-ll 309-322 
PR00048A 10.52 8.105e-ll 561-574 
PR00048A 10.52 9.526e-ll 393-406 
PR00048B 6.02 1.000e-10 297-306 
PR00048B 6.02 1.563e-10 577-586 
PR00048B 6.02 3.250e-10 353-362 
PR00048B 6.02 3.250e-10 409-418 
PR00048B 6.02 3.250e-10 437-446 
PR00048A 10.52 4.522e-10 617-630 
PR00048B 6.02 4.938e-10 241-250 
PR00048B 6.02 7.750e-10 493-502 
PR00048B 6.02 8.875e-10 381-390 
PR00048B 6.02 8.875e-10 465-474 
PR00048A 10.52 2.440e-09 197-210 
PR00048B 6.02 4.789e-09 605-614 


1044 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 7.429e-16 536-552 
BL00028 16.07 2.125e-15 592-608 
BL00028 16.07 4.938e-15 256-272 
BL00028 16.07 5.950e-13 228-244 
BL00028 16.07 1.000e-ll 452-468 
BL00028 16.07 2.73 le- 11 396-412 
BL00028 16.07 4.1 15e-ll 172-188 
BL00028 16.07 5.154e-ll 284-300 
BL00028 16.07 5.846e-ll 480-496 
BL00028 16.07 6.538e-ll 564-580 
BL00028 16.07 9.654e-ll 620-636 
BL00028 16.07 1.300e-10 144-160 
BL00028 16.07 1.900e-10 340-356 
BL00028 16.07 1.900e- 10 424-440 
BL00028 16.07 9.100e-10 116-132 
BL00028 16.07 9.100e-10 200-216 
BL00028 16.07 9.700e-10 368-384 
BL00028 16.07 5.629e-09 508-524 
BL00028 16.07 7.943e-09 312-328 


1046 


PD01795 


PROTEIN AMINOPEPTIDASE 
PRECURSOR HYDROLASE SIGNA. 


PD01795A 10.27 6.667e-09 362-370 


1049 


PF0065 1 


BTB (also known as BR-C/Ttk) domain 
proteins. 


PF00651 15.00 7.840e-09 43-55 


1049 


PR00766 


AMILORIDE-SENSITIVE AMINE 
OXIDASE SIGNATURE 


PR00766G 11.62 9.905e-09 91-111 


1050 


BL00211 


ABC transporters family proteins. 


BL00211B 13.37 7.429e-20 141-172 


1051 


PF00569 


Zinc finger present in dystrophin, CBP/p300. 


PF00569 13.42 1.545e-16 21-37 


1051 


PD00306 


PROTEIN GLYCOPROTEIN PRECURSOR 
RE. 


PD00306A 10.26 2.929e-09 257-270 
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1052 


DM00031 


IMMUNOGLOBULIN V REGION. 


DM0003 IB 15.41 5.500e-12 77-110 


1052 


BL00290 


Immunoglobulins and major 
histocompatibility complex proteins. 


BL00290A 20.89 9.100e-12 154-176 


1053 


PR00018 


KRINGLE DOMAIN SIGNATURE 


PR00018A 14.52 3.423e-09 36-51 


1054 


DM01688 


2 POLY-IG RECEPTOR. 


DM01688B 15.06 4.504e-09 85-132 
DM01688J 14.69 8.364e-09 32-68 


1055 


BL00290 


Immunoglobulins and major 
histocompatibility complex proteins. 


BL00290B 13.17 4.000e-21 281-298 
BL00290A 20.89 4.600e-16 34-56 
BL00290A 20.89 4.375e-15 224-246 


1064 


PD00289 


PROTEIN SH3 DOMAIN REPEAT 
PRESYNA. 


PD00289 9.97 1.000e-09 453-466 
PD00289 9.97 5.034e-09 47-60 PD00289 
9.97 5.034e-09 258-271 


1064 


PF00595 


PDZ domam proteins (Also known as DHR 
or GLGF). 


PF00595 13.40 9.250e-10 450-460 
PF00595 13.40 7.000e-09 255-265 


1067 


PR00109 


TYROSINE KINASE CATALYTIC 
DOMAIN SIGNATURE 


PR00109B 12.27 9.471e-12 126-144 


1067 


BL00107 


Protein kinases ATP -binding region proteins. 


BL00107A 18.39 2.800e-22 126-156 
BL00107B 13.31 6.786e-ll 196-211 


1067 


BL00479 


Pnorbol esters / diacylglycerol bmdmg 
domain proteins. 


BL00479C 12.01 3.000e-09 174-186 


1067 


BL00790 


Receptor tyrosine kinase class V proteins. 


BL00790M 8.74 4.857e-09 117-138 


1068 


PR00179 


LIPOCALIN SIGNATURE 


PR00179B 9.56 1.000e-12 120-132 
PR00179C 19.02 1.000e-10 148-163 
PR00179A 13.78 5.680e-10 37-49 


1068 


BL00213 


Lipocalin proteins. 


BL00213B 8.78 8.000e-10 120-130 
BL00213A 12.95 9.526e-10 37-50 


1070 


PR00200 


ANNEXIN TYPE IV SIGNATURE 


PR00200G 9.43 5.602e-17 299-325 
PR00200E 10.00 6.160e-16 136-157 
PR00200E 10.00 3.012e-13 295-316 
PR00200F 13.72 6.157e-13 219-245 
PR00200E 10.00 4.742e-12 64-85 
PR00200B 7.39 9.063e-12 69-91 
PR00200G9.43 1.991e-ll 140-166 
PR00200D 10.01 5.304e-ll 109-125 
PR00200H 13.68 5.050e-10 343-356 
PR00200B 7.39 2.865e-09 141-163 


1070 


PR00202 


ANNEXIN TYPE VI SIGNATURE 


PR00202G8.01 1.563e-14 299-325 
PR00202E 13.00 9.613e-13 219-245 
PR00202D 5.58 8.636e-ll 136-157 
PR00202G 8.01 2.525e-09 140-166 
PR00202D 5.58 3.560e-09 64-85 


1070 


PR00199 


ANNEXIN TYPE III SIGNATURE 


PR00199F 16.19 7.387e-18 219-245 
PR00199D 5.65 1.409e- 16 295-316 
PR00199G 9.09 6.354e-16 300-325 
PR00199D 5.65 6.455e-16 136-157 
PR00199D 5.65 1.474e-13 64-85 
PR00199B 6.86 2.346e-10 69-91 
PR00199B 6.86 5.458e-10 300-322 
PR00199B 6.86 8.234e-10 141-163 
PR00199C 13.84 6.464e-09 109-125 


1070 


PR00197 


ANNEXIN TYPE I SIGNATURE 


PR00197D 7.50 5.629e-16 136-157 
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PR00197F 9.03 7.395e-15 299-319 
PR00197D 7.50 1.234e-14 295-316 
PR00197E 11.89 3.541e-13 219-245 
PR00197D 7.50 6.379e-ll 64-85 
PR00197B 7.56 7.124e-09 69-91 


1070 


PR00198 


ANNEXIN TYPE II SIGNATURE 


PR00198D 7.65 2.222e-15 136-157 
PR00198D 7.65 3.647e-13 295-316 
PR00198G 8.09 4.375e-13 299-319 
PR00198D 7.65 9.165e-10 64-85 
PR00198B 8.71 7.529e-09 69-91 
PR00198C 14.32 7.900e-09 109-125 
PR00198G 8.09 8.125e-09 140-160 


1070 


BL00223 


Annexins repeat proteins domain proteins. 


BL00223C 24.79 1.000e-40 278-332 
BL00223B 28.47 9.679e-39 201-250 
BL00223A 15.59 1.000e-27 132-165 
BL00223A 15.59 6.936e-22 60-93 
BL00223C 24.79 3.077e-17 119-173 
BL00223A 15.59 4.194e-16 291-324 
BL00223C 24.79 2.514e-09 47-101 
BL00223B 28.47 8.533e-09 117-166 


1070 


PR00201 


ANNEXIN TYPE V SIGNATURE 


PR00201G 11.02 7.692e-19 299-325 
PR00201D 10.49 1.656e-ll 136-157 
PR00201A 6.05 6.242e-ll 69-91 
PR00201E 12.37 8.040e-ll 219-245 
PR00201C 11.13 3.897e-10 109-125 
PR00201D 10.49 5.050e-10 64-85 
PR00201G 11.02 6.215e-10 140-166 
PR00201D 10.49 9.910e-10 295-316 
PR00201A 6.05 4.297e-09 300-322 
PR00201H 12.04 7.506e-09 343-356 
PR00201A 6.05 8.842e-09 141-163 


1070 


PR00196 


ANNEXIN FAMILY SIGNATURE 


PR00196D 21.86 2.895e-21 219-245 
PR00196E 9,19 3.077e-20 299-319 
PR00196C 10.36 5.500e-20 136-157 
PR00196A 11.16 7.632e-19 69-91 
PR00196C 10.36 1.500e-15 295-316 
PR00196B 10.68 8.875e-15 109-125 
PR00196C 10.36 8.071e-14 64-85 
PR00196A 11.16 2.714e-12 141-163 
PR00196G 11.72 4.250e-12 343-356 
PR00196E 9.19 9.735e-12 140-160 
PR00196F 13.89 1.000e-ll 327-342 
PR00196A 11.16 8.859e-10 300-322 
PR00196F 13.89 7.938e-09 168-183 
PR00196D 21.86 9.775e-09 135-161 


1071 


BL00610 


Sodium:neurotransmitter syrnporter family 
proteins. 


BL00610A 17.73 1.000e-40 52-101 
BL00610B 23.65 1.000e-40 115-164 
BL00610C 12.94 1.000e-40 212-263 
BL00610E 20.34 1.000e-40 372-414 
BL00610F 29.02 1.000e-40 469-523 
BL00610G 12.89 9.217e-22 528-550 
BL00610D 20.97 4.822e-19 278-330 
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1071 


PR00176 


SODIUM/NEUROTRANSMITTER 
SYMPORTER SIGNATURE 


PR00176A 16.82 1.529e-26 52-73 
PR00176C 10.84 5.500e-25 124-150 
PR00176G 12.48 2.688e-22 458-478 
PR00176E 11.41 2.000e-21 322-342 
PR00176F 10.73 3.333e-20 376-395 
PR00176B 7.31 1.600e-19 81-100 
PR00176D 9.02 L321e-18 239-256 
PR00176H 15.27 2.440e-18 498-518 


1072 


DM00179 


w KINASE ALPHA ADHESION T-CELL. 


DM00179 13.97 7.652e-09 113-122 


1073 


BL01207 


Glypicans proteins. 


BL01207C 19.08 6.538e-31 250-285 
BL01207B 23.69 9.122e-28 191-236 
BL01207D 23.23 1.692e-24 429-463 
BL01207A 12.21 1.000e-16 62-77 
BL01207E 13.70 1.214e-ll 487-503 


1073 


PR00049 


WILM'S TUMOUR PROTEIN SIGNATURE 


PR00049D 0.00 3.898e-09 515-529 


1073 


BL00291 


Prion protein. 


BL00291A 4.49 7.724e-09 530-564 


1073 


PR00829 


MAJOR POLLEN ALLERGEN LOL PI 
FAMILY SIGNATURE 


PR00829E 10.81 9.597e-09 306-320 


1075 


PF00777 


Sialyltransferase family. 


PF00777C 18.60 2.581e-28 294-348 


1078 


BL01177 


Anaphylatoxin domain proteins. 


BL0 1 1 77E 20. 64 4.54 1 e- 1 3 790-8 1 6 


1078 


BL00477 


Alpha-2-macroglobulin family thiolester 
region proteins. 


BL00477J 19.04 3.382e-27 1241-1271 
BL00477F 17.34 8.500e-25 785-814 
BL00477G 19.43 8.826e-23 983-1014 
BL00477A 13.50 9.800e-23 122-150 
BL00477L 23.51 5.500e-16 1437-1469 
BL00477K 17.42 4.529e-14 1382-1405 
BL00477E 17.53 6.538e-13 755-775 
BL00477B 9.05 6.625e-13 209-221 
BL00477I 18.76 2.650e-12 1085-1111 
BL00477D 12.73 4.073e-12 729-738 
BL00477H 9.07 5.395e-12 1054-1065 
BL00477C 15.70 1.161e-10 236-252 


1079 


BL01177 


Anaphylatoxin domain proteins. 


BL01177E 20.64 4.541e-13 804-830 


1079 


BL00477 


Alpha-2-macroglobulin family thiolester 
region proteins. 


BL00477F 17.34 8.500e-25 799-828 
BL00477A 13.50 9.800e-23 135-163 
BL00477E 17.53 6.538e-13 769-789 
BL00477B 9.05 6.625e-13 222-234 
BL00477D 12.73 4.073e-12 743-752 
BL00477C 15.70 1.161e-10 249-265 


1080 


BL00477 


Alpha-2-macroglobulin family thiolester 
region proteins. 


BL00477A 13.50 9.800e-23 122-150 
BL00477B 9.05 6.625e-13 209-221 
BL00477C 15.70 1.161e-10 236-252 


1081 


BL01177 


Anaphylatoxin domain proteins. 


BL01177E 20.64 4.541e-13 790-816 


1081 


TT»T C\f\ ATS 

BL00477 


Alpha-2-macroglobuhn family thiolester 
region proteins. 


BL00477J 19.04 3.382e-27 1241-1271 
BL00477F 17.34 8.500e-25 785-814 
BL00477G 19.43 8.826e-23 983-1014 
BL00477A 13.50 9.800e-23 122-150 
BL00477L 23.51 8.800e-22 1437-1469 
BL00477K 17.42 4.529e-14 1382-1405 
BL00477E 17.53 6.538e-13 755-775 
BL00477B 9.05 6.625e-13 209-221 
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BL00477I 18.76 2.650e-12 1085-1111 
BL00477D 12.73 4.073e-12 729-738 
BL00477H 9.07 5.395e-12 1054-1065 
BL00477C 15.70 1.161e-10 236-252 


1081 


BL00115 


Eukaryotic RNA polymerase II heptapeptide 
repeat proteins. 


BL00115V 21.32 5.745e-09 1422-1471 


1082 


BL01177 


Anaphylatoxin domain proteins. 


BL01 177E 20.64 4.541e-13 791-817 


1082 


BL00477 


Alpha-2-macroglobulin family thiolester 
region proteins. 


BL00477F 17.34 8.500e-25 786-815 
BL00477A 13.50 9.800e-23 122-150 
BL00477E 17.53 6.538e-13 756-776 
BL00477B 9.05 6.625e-13 209-221 
BL00477D 12.73 4.073e-12 730-739 
BL00477C 15.70 1.161e-10 236-252 


1083 


BL00122 


Carboxylesterases type-B serine proteins. 


BL00122E 22.02 9.027e-31 195-235 
BL00122A 12.04 5.500e-16 60-80 
BL00122D 12.53 7.545e-16 171-186 
BL00122C 7.91 8.125e-13 142-152 
BL00122B 16.84 4.830e-10 122-132 
BL00122F 11.10 5.500e-10 247-256 
BL00122G ll. 67 9.625e-l0 500-510 


1083 


PR00878 


CHOLINESTERASE SIGNATURE 


PR00878F 5.37 7.171e-09 460-472 


1084 


PD00919 


CALCIUM-BINDING PRECURSOR 
SIGNAL R. 


PD00919B 9.47 7.485e-10 1019-1033 


1084 


BL00203 • 


Vertebrate metallothioneins proteins. 


BL00203 13.94 9.138e-10 175-220 


1084 


BL00279 


Membrane attack complex components / 
perforin proteins. 


BL00279E 37.11 9.24 le- 10 387-434 


1084 


PR00011 


TYPE III EGF-LIKE SIGNATURE 


PR00011D 14.03 2.696e-09 413-431 


1084 


PR00907 


THROMBOMODULIN SIGNATURE 


PR00907G 11.63 7.973e-09 890-916 


1084 


PR00049 


WILM'S TUMOUR PROTEIN SIGNATURE 


PR00049D 0.00 8.017e-09 92-106 


1084 


BL00022 


EGF-like domain proteins. 


BL00022B 7.54 8.200e-09 1187-1193 


1084 


PR00010 


TYPE II EGF-LIKE SIGNATURE 


PR00010C 11.16 7.667e-ll 1183-1193 
PR00010C 11.16 L857e-09 937-947 
PR00010C 11.16 4.857e-09 1687-1697 
PR00010C 11.16 8.286e-09 1642-1652 


1084 


PR00009 


TYPE I EGF SIGNATURE 


PR00009C 14.11 9.118e-09 1058-1069 


1084 


BL01187 


Calcium-binding EGF-like domain proteins 
pattern proteins. 


BL01187B 12.04 7.000e-17 1682-1697 
BL01187B 12.04 2.350e-14 1178-1193 
BL01187B 12.04 5.500e-14 1136-1151 
BL01187B 12.04 1.391e-13 642-657 
BL01187B 12.04 4.130e-13 1219-1234 
BL01187B 12.04 4.913e-13 1095-1110 
BL01187B 12.04 9.609e-13 932-947 
BL01187B 12.04 9.667e-12 1054-1069 
BL01187B 12.04 4.600e- 11 1261-1276 
BL01187A 9.98 9.526e-ll 997-1008 
BL01187B 12.04 1.257e-10 1483-1498 
BL01187A 9.98 7.857e-10 1078-1089 
BL01187A 9.98 2.875e-09 1243-1254 
BL01187B 12.04 3.250e-09 1637-1652 
BL01187A 9.98 7.000e-09 914-925 
BL01187A 9.98 1.000e-08 1037-1048 
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1086 


PR00014 


FIBRONECTIN TYPE III REPEAT 
SIGNATURE 


PR00014A 8.22 8.941e-10 816-825 
PR00014D 12.04 5.950e-09 872-886 
PR00014C 15.44 6.478e-09 854-872 


1086 


BL00790 


Receptor tyrosine kinase class V proteins. 


BL00790I 20.01 6.250e-12 865-895 
BL00790I 20.01 7.750e-09 662-692 


1087 


PD01066 


PROTEIN ZINC FINGER ZINC-FINGER 
METAL-BINDING NU. 


PD01066 19.43 2.737e-24 16-54 


1087 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 4.150e-13 219-235 
BL00028 16.07 7.300e-13 191-207 
BL00028 16.07 4.522e-12 163-179 
BL00028 16.07 2.038e-ll 247-263 


1087 


PD00066 


PROTEIN ZINC-FINGER METAL-BINDI. 


PD00066 13.92 7.231e-15 235-247 
PD00066 13.92 6.143e-12 179-191 
PD00066 13.92 7.923e-10 207-219 


1087 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 3.250e-14 188-201 
PR00048A 10.52 4.000e-14 244-257 
PR00048A 10.52 4.706e-12 216-229 
PR00048B 6.02 3.250e-10 232-241 
PR00048A 10.52 2.440e-09 160-173 
PR00048B 6.02 9.053e-09 260-269 


1088 


PD01066 


PROTEIN ZINC FINGER ZINC-FINGER 
METAL-BINDING NU. 


PD01066 19.43 2.737e-24 16-54 


1088 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 8.043e-12 163-179 


1088 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 2.800e-09 160-173 
PR00048B 6.02 9.053e-09 176-185 


1089 


BL00243 


Integrins beta chain cysteine-rich domain 
proteins. 


BL002431 31.77 1.127e-09 86-128 
BL002431 31.77 2.775e-09 30-72 
BL00243I 31.77 5.437e-09 89-131 


1089 


BL01208 


VWFC domain proteins. 


BL01208B 15.83 5.865e-09 114-128 


1089 


PD02283 


PROTEIN SPORULATION REPEAT 
PRECU. 


PD02283C 17.54 5.613e-09 24-51 
PD02283C 17.54 5.613e-09 68-95 
PD02283C 17.54 7.188e-09 93-120 
PD02283C 17.54 7.750e-09 103-130 


1089 


BL00269 


Mammalian defensins proteins. 


BL00269C 16.52 9.289e-09 28-56 
BL00269C 16.52 9.289e-09 72-100 


1089 


BL00203 


Vertebrate metallothioneins proteins. 


BL00203 13.94 6.897e-12 66-111 
BL00203 13.94 3.769e-ll 70-115 
BL00203 13.94 4.165e-ll 40-85 
BL00203 13.94 6.835e-ll 65-110 
BL00203 13.94 1.096e-10 61-106 
BL00203 13.94 2.723e-10 21-66 
BL00203 13.94 2.723e-10 22-67 
BL00203 13.94 5.213e-10 91-136 
BL00203 13.94 5.883e-10 26-71 
BL00203 13.94 7.032e-10 114-159 
BL00203 13.94 1.643e-09 85-130 
BL00203 13.94 L735e-09 105-150 
BL00203 13.94 2.745e-09 80-125 
BL00203 13.94 3.388e-09 56-101 
BL00203 13.94 4.214e-09 81-126 
BL00203 13.94 5.500e-09 60-105 
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BL00203 13.94 6 
BL00203 13.94 6 
BL00203 13.94 7 
BL00203 13.94 7 
BL00203 13.94 8 
BL00203 13.94 8 
BL00203 13.94 9 



.694e-09 100-145 
.969e-09 17-62 
.612e-09 47-92 
.704e-09 101-146 
.531e-09 75-120 
.714e-09 95-140 
.541e-09 25-70 



1090 



PD02283 



PROTEIN SPORULATION REPEAT 
PRECU. 



PD02283C 17.54 5.613e-09 28-55 



1090 



BL00203 



Vertebrate metallothioneins proteins. 



BL00203 13.94 3.069e-12 26-71 
BL00203 13.94 6.266e-10 30-75 
BL00203 13.94 4.398e-09 21-66 
BL00203 13.94 8.071e-09 25-70 



1090 



BL00269 



Mammalian defensins proteins. 



BL00269C 16.52 9.289e-09 32-60 



1091 



BL00243 



Integrals beta chain cysteine-rich domain 
proteins. 



BL00243I 31.77 8.676e-10 121-163 
BL00243I 31.77 3.915e-09 124-166 
BL00243I 31.77 5.690e-09 30-72 



1091 



BL01208 



VWFC domain proteins. 



BL01208B 15.83 5.865e-09 149-163 



1091 



BL00203 



Vertebrate metallothioneins proteins. 



BL00203 13.94 3.670e-ll 66-111 
BL00203 13.94 4.659e-ll 40-85 
BL00203 13.94 7.429e-ll 70-115 
BL00203 13.94 1.862e-10 105-150 
BL00203 13.94 2.723e-10 21-66 
BL00203 13.94 2.723e-10 61-106 
BL00203 13.94 2.915e-10 126-171 
BL00203 13.94 4.064e-10 22-67 
BL00203 13.94 6.457e-10 26-71 
BL00203 13.94 7.032e-10 149-194 
BL00203 13.94 7.319e-10 95-140 
BL00203 13.94 1.735e-09 140-185 
BL00203 13.94 1.827e-09 115-160 
BL00203 13.94 1.918e-09 80-125 
BL00203 13.94 3.020e-09 100-145 
BL00203 13.94 3.204e-09 65-110 
BL00203 13.94 4.306e-09 120-165 
BL00203 13.94 5.041e-09 47-92 
BL00203 13.94 5.500e-09 116-161 
BL00203 13.94 6.694e-09 135-180 
BL00203 13.94 6.969e-09 17-62 
BL00203 13.94 7.429e-09 71-116 
BL00203 13.94 7.704e-09 136-181 
BL00203 13.94 8.163e-09 85-130 
BL00203 13.94 8.714e-09 130-175 



1091 



PD02283 



PROTEIN SPORULATION REPEAT 
PRECU. 



PD02283C 
PD02283C 
PD02283C 
PD02283C 
PD02283C 



17.54 5.613e-09 24-51 
17.54 5.613e-09 68-95 
17.54 7.188e-09 128-155 
17.54 7.750e-09 138-165 
17.54 8.875e-09 123-150 



1091 



BL00269 



Mammalian defensins proteins. 



BL00269C 
BL00269C 



16.52 9.289e-09 28-56 
16.52 9.289e-09 72-100 



1091 



BL00799 



Granulins proteins. 



BL00799D 
BL00799G 



12.41 7.661e-09 49-95 
9.41 1.000e-08 39-79 
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1094 


PR00248 


METABOTROPIC GLUTAMATE GPCR 
SIGNATURE 


PR00248A 9.91 7.522e-09 24-45 


1094 


PR00354 


7FE FERREDOXIN SIGNATURE 


PR00354C 5.72 8.157e-09 258-275 


1096 


PR00356 


TYPE II ANTIFREEZE PROTEIN 
SIGNATURE 


PR00356G 10.80 9.862e-ll 193-206 


1096 


BL00615 


C-type lectin domain proteins. 


BL00615B 12.25 2.731e-09 193-206 
BL00615A 16.68 9.400e-09 94-111 


1097 


PR00356 


TYPE II ANTIFREEZE PROTEIN 
SIGNATURE 


PR00356G 10.80 7.658e-09 193-206 


1097 


BL00615 


C-type lectin domain proteins. 


BL00615A 16.68 9.400e-09 94-111 


1098 


PR00245 


OLFACTORY RECEPTOR SIGNATURE 


PR00245A 18.03 6.870e-24 59-80 
PR00245C 7.84 2.421e-19 238-253 
PR00245E 12.40 8.714e-16 291-305 
PR00245D 10.47 6.786e-13 274-285 
PR00245B 10.38 6.906e-13 177-191 


1098 


BL00237 


G-protein coupled receptors proteins. 


BL00237A 27.68 8.839e-15 90-129 
BL00237D 11.23 2.364e-09 282-298 


1098 


PR00237 


RHODOPSIN-LIKE GPCR SUPERFAMILY 
SIGNATURE 


PR00237B 13.50 1.750e-09 59-80 
PR00237C 15.69 4.600e-09 104-126 
PR00237A 11.48 5.065e-09 26-50 
PR00237G 19.63 5.605e-09 272-298 


1098 


PR00023 


ZONA PELLUCIDA SPERM-BINDING 
PROTEIN SIGNATURE 


PR00023E 22.27 9.813e-09 128-145 


1099 


DM00191 


w SPAC8A4.04C RESISTANCE 
SPAC8A4.05C DAUNORUBICIN. 


DM00191D 13.94 9.083e-10 163-201 


1099 


PR00346 


TISSUE FACTOR SIGNATURE 


PR00346H 10.74 8.179e-09 542-565 


1099 


BL00022 


EGF-like domain proteins. 


BL00022B 7.54 1.000e-08 306-312 


1100 


DM00372 


CARCINOEMBRYONIC ANTIGEN 
PRECURSOR AMINO-TERMINAL 
DOMAIN. 


DM00372B 20.31 8.920e-15 363-407 
DM00372B 20.31 3.329e-12 68-112 


1101 


BL01208 


VWFC domain proteins. 


BL01208B 15.83 3.250e-10 1436-1450 


1101 


PR00457 


ANIMAL HAEM PEROXIDASE 
SIGNATURE 


PR00457E 20.67 3.118e-22 997-1023 
PR00457D 16.81 4.194e-21 972-992 
PR00457C 19.25 1.675e-13 954-972 
PR00457H 15.90 5.680e-13 1248-1262 
PR00457F 13.69 4.750e-12 1050-1060 
PR00457G 17.45 8.615e-12 1177-1197 
PR00457B 13.29 3.411e-10 802-817 


1101 


BL00240 


Receptor tyrosine kinase class III proteins. 


BL00240B 24.70 1.000e-09 349-372 


1101 


PD01270 


RECEPTOR FC IMMUNOGLOBULIN 
AFFIN. 


PD01270A 17.22 7.677e-09 328-367 


1101 


PR00019 


LEUCINE-RICH REPEAT SIGNATURE 


PR00019B 11.36 8.920e-09 73-86 


1102 


BL01208 


VWFC domain proteins. 


BL01208B 15.83 3.250e-10 1412-1426 


1102 


PR00457 


ANIMAL HAEM PEROXIDASE 
SIGNATURE 


PR00457E 20.67 3.11Se-22 973-999 
PR00457D 16.81 4.194e-21 948-968 
PR00457C 19.25 1.675e-13 930-948 
PR00457H 15.90 5.680e-13 1224-1238 
PR00457F 13.69 4.750e-12 1026-1036 
PR00457G 17.45 8.615e-12 1153-1173 
PR00457B 13.29 3.411e-10 778-793 


1102 


BL00240 


Receptor tyrosine kinase class III proteins. 


BL00240B 24.70 1.000e-09 325-348 
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1102 


PR00019 


LEUCINE-RICH REPEAT SIGNATURE 


PR00019B 11.36 7.480e-09 73-86 


1102 


PD01270 


RECEPTOR FC IMMUNOGLOBULIN 
AFFIN. 


PD01270A 17.22 7.677e-09 304-343 


1103 


BL00815 


Alpha-isopropylmalate and homocitrate 
synthases proteins. 


BL00815C 21.36 3.118e-09 786-814 


1107 


PD02059 


CORE POLYPROTEIN PROTEIN GAG 
CONTAINS: P. 


PD02059B 24.48 8.352e-09 682-716 


1113 


BL00107 


Protein kinases ATP-binding region proteins. 


BL00107A 18.39 6.885e-12 311-341 


1113 


PR00109 


TYROSINE KINASE CATALYTIC 
DOMAIN SIGNATURE 


PR00109B 12.27 7.750e-09 311-329 


1117 


PD01652 


RECEPTOR CELL NK GLYCOPROTEIN 
IMMUNOGLOB. 


PD01652B 8.50 4.021e-09 99-150 
PD01652B 8.50 5.050e-09 2-53 
PD01652A 15.35 7.769e-09 12-47 


1120 


BL50002 


Src homology 3 (SH3) domain proteins 
profile. 


BL50002A 14.19 1.750e-12 1026-1044 


1120 


PR00452 


SH3 DOMAIN SIGNATURE 


PR00452B 11.65 4.115e-ll 1036-1051 


1120 


PF00023 


Ank repeat proteins. 


PF00023B 14.20 3.000e-10 954-963 
PF00023A 16.03 2.286e-09 925-940 


1120 


PD00078 


REPEAT PROTEIN ANK NUCLEAR 
ANKYR. 


PD00078B 13.14 8.000e-ll 951-963 
PD00078B 13.14 4.522e-09 918-930 


1120 


PF00791 


Domain present in ZO- 1 and Unc5-like netrin 
receptors. 


PF00791B 28.49 8.024e-16 925-979 
PF00791C 20.98 4.971e-09 939-977 


1120 


PR00499 


NEUTROPHIL CYTOSOL FACTOR 2 
SIGNATURE 


PR00499D 10.18 6.965e-09 1024-1044 


1122 


PF00992 


Troponin. 


PF00992A 16.67 8.461e-09 245-279 


1124 


PF00023 


Ank repeat proteins. 


PF00023A 16.03 7.000e-ll 69-84 
PF00023B 14.20 2.636e-09 131-140 


1124 


PD00078 


REPEAT PROTEIN ANK NUCLEAR 
ANKYR. 


PD00078B 13.14 6.087e-09 128-140 


1124 


PF00791 


Domain present in ZO-1 and Unc5-like netrin 
receptors. 


PF00791B 28.49 2.569e-09 135-189 
PF00791B 28.49 9.835e-09 69-123 


1125 


PF00023 


Ank repeat proteins. 


PF00023A 16.03 7.000e-ll 69-84 
PF00023B 14.20 2.636e-09 131-140 


1125 


PD00078 


REPEAT PROTEIN ANK NUCLEAR 
ANKYR. 


PD00078B 13.14 6.087e-09 128-140 


1125 


PF00791 


Domain present in ZO-1 and Unc5-like netrin 
receptors. 


PF00791B 28.49 2.569e-09 135-189 
PF00791B 28.49 9.835e-09 69-123 


1128 


PR00248 


METABOTROPIC GLUTAMATE GPCR 
SIGNATURE 


PR00248G 12.67 2.688e-09 53-77 


1129 


DM00516 


186 DISCOIDIN I N-TERMINAL. 


DM00516 30.53 8.606e-13 131-175 


1130 


DM00516 


186 DISCOIDIN I N-TERMINAL. 


DM00516 30.53 8.606e-13 131-175 


1130 


DM01077 


SEX HORMONE-BINDING GLOBULIN. 


DM01077A 16.30 3.143e-ll 386-432 


1132 


BL00243 


Integrins beta chain cysteine-rich domain 
proteins. 


BL00243I 31.77 4.930e-09 87-129 


1133 


BL00107 


Protein kinases ATP-binding region proteins. 


BL00107B 13.31 5.909e-13 195-210 


1133 


PR00109 


TYROSINE KINASE CATALYTIC 
DOMAIN SIGNATURE 


PR00109D 17.04 7.609e-09 196-218 
PR00109B 12.27 9.297e-09 126-144 


1135 


PR00402 


TEC/BTK DOMAIN SIGNATURE 


PR00402A 16.09 2.950e-10 664-683 


1135 


BL00509 


Ras GTPase-activating proteins. 


BL00509B 10.28 9.800e-09 502-512 


1137 


PR00907 


THROMBOMODULIN SIGNATURE 


PR00907B 11.29 3.959e-ll 168-184 


1137 


DM00215 


PROLINE-RJCH PROTEIN 3. 


DM00215 19.43 3.893e-10 333-365 
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DM00215 19.43 4.054e-10 328-360 
DM00215 19.43 8.232e- 10 332-364 


1137 


BL01187 


Calcium-binding EGF-like domain proteins 
pattern proteins. 


BL01187B 12.04 2.957e-13 134-149 
BL01187B 12.04 3.739e-13 261-276 
BL01187B 12.04 2.333e-12 216-231 
BL01187A 9.98 3.250e-09 197-208 


1137 


PR00049 


WILM'S TUMOUR PROTEIN SIGNATURE 


PR00049D 0.00 3.288e-09 348-362 
PR00049D 0.00 3.288e-09 350-364 


1137 


BL01177 


Anaphylatoxin domain proteins. 


BL01177C 17.39 4.714e-09 128-146 


1137 


BL00243 


Integrins beta chain cysteine-rich domain 
proteins. 


BL00243H 17.53 5.855e-09 63-88 


1137 


PF00094 


von Willebrand factor type D domain 
proteins. 


PF00094A 11.09 9.022e-09 163-172 


1137 


BL00022 


EGF-like domain proteins. 


BL00022B 7.54 9.100e-09 75-81 


1137 


PR00910 


LUTEO VIRUS ORF6 PROTEIN 
SIGNATURE 


PR00910A 2.51 9.357e-09 348-360 


1143 


PR00245 


OLFACTORY RECEPTOR SIGNATURE 


PR00245C 7.84 5.355e-17 121-136 
PR00245B 10.38 3.919e-12 60-74 
PR00245E 12.40 1.000e-10 174-188 


1143 


BL00237 


G-protein coupled receptors proteins. 


BL00237D 11.23 2.091e-09 165-181 


1143 


PR00237 


RHODOPSIN-LIKE GPCR SUPERFAMILY 
SIGNATURE 


PR00237G 19.63 8.714e-ll 155-181 
PR00237E 13.03 9.735e-09 82-105 


1144 


PR00245 


OLFACTORY RECEPTOR SIGNATURE 


PR00245C 7.84 5.355e-17 235-250 
PR00245A 18.03 8.615e-15 58-79 
PR00245B 10.38 3.919e-12 174-188 
PR00245E 12.40 1.000e-10 288-302 


1144 


BL00237 


G-protein coupled receptors proteins. 


BL00237A 27.68 1.581e-15 89-128 
BL00237D 11.23 2.091e-09 279-295 


1144 


PR00896 


VASOPRESSIN RECEPTOR SIGNATURE 


PR00896B 9.01 8.962e-09 54-65 


1144 


PR00237 


RHODOPSIN-LIKE GPCR SUPERFAMILY 
SIGNATURE 


PR00237G 19.63 8.714e-ll 269-295 
PR00237C 15.69 3.829e-10 103-125 
PR00237E 13.03 9.735e-09 196-219 


1146 


BL00914 


Syntaxin / epimorphin family proteins. 


BL00914 24,91 6.172e-09 168-217 


1147 


PR00264 


INTERLEUKIN- 1 SIGNATURE 


PR00264B 20.98 8.453e-ll 56-82 
PR00264C 17.77 1.851e-10 96-124 


1148 


BL00226 


Intermediate filaments proteins. 


BL00226B 23.86 5.050e-24 96-143 
BL00226D 19.10 8.200e-18 262-308 
BL00226C 13.23 5.610e-14 161-191 
BL00226A 12.77 5.065e-13 380-394 


1151 


BL00226 


Intermediate filaments proteins. 


BL00226D 19.10 5.500e-38 367-413 
BL00226C 13.23 4.130e-23 266-296 
BL00226A 12.77 9.129e-13 131-145 
BL00226B 23.86 1.338e-10 183-230 


1152 


PR00138 


MATRIXIN SIGNATURE 


PR00138A 15.14 7.136e-16 86-99 
PR00138B 15.82 3.824e-ll 131-146 


1152 


BL00546 


Matrixins cysteine switch. 


BL00546A 19.62 7.667e-26 66-95 
BL00546E 10.23 3.475e-19 231-251 
BL00546B 20.11 7.720e-19 155-198 
BL00546F 12.40 6.400e-13 268-280 
BL00546G 16.84 9.449e-ll 288-307 


1152 


BL00024 


Hemopexin domain proteins. 


BL00024B 21.53 3.143e-23 105-138 
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BL00024C 22.98 8.320e-20 154-202 
BL00024F 11.30 2.184e-18 231-251 
BL00024G 13.31 6.192e-13 268-280 
BL00024A 11.49 9.100e-13 86-96 
BL00024H 11.35 8.154e-10 335-346 


1153 


PR00138 


MATRIXIN SIGNATURE 


PR00138A 15.14 7.136e-16 86-99 
PR00138B 15.82 3.824e-ll 131-146 


1153 


BL00546 


Matrixins cysteine switch. 


BL00546A 19.62 7.667e-26 66-95 
BL00546E 10.23 3.475e-19 231-251 
BL00546B 20.11 7.720e-19 155-198 
BL00546F 12.40 6.400e-13 268-280 
BL00546G 16.84 9.449e-ll 288-307 


1153 


BL00024 


Hemopexin domain proteins. 


BL00024B 21.53 3.143e-23 105-138 
BL00024C 22.98 8.320e-20 154-202 
BL00024F 11.30 2.184e-18 231-251 
BL00024G 13.31 6.192e-13 268-280 
BL00024A 11.49 9.100e-13 86-96 
BL00024H 11.35 8.154e-10 335-346 


1154 


PR00049 


WILM'S TUMOUR PROTEIN SIGNATURE 


PR00049D 0.00 2.068e-09 10-24 


1155 


BL00400 


LBP / BPI / CETP family proteins. 


BL00400C 24.53 6.029e-17 210-253 
BL00400D 23.26 2.080e-14 274-310 
BL00400A 21.59 1.600e-10 27-58 


1156 


PD02448 


TRANSCRIPTION PROTEIN DNA- 
BINDIN. 


PD02448A 9.37 1.700e-19 90-128 
PD02448B 10.17 2.311e-17 129-176 


1156 


BL00415 


Synapsins proteins. 


BL00415O 3.44 7.395e-09 22-59 


1159 


BL00347 


Poly(ADP-ribose) polymerase zinc finger 
domain proteins. 


BL00347A 12.35 9.795e-15 93-135 


1159 


BL00697 


ATP -dependent DNA ligase AMP -binding 
site proteins. 


BL00697D 18.99 1.346e-23 591-617 
BL00697A 21.27 2.929e-19 471-499 
BL00697B 13.40 4.774e-14 506-517 


1160 


BL00284 


S erpins proteins . 


BL00284C 28.56 7.600e-25 203-244 
BL00284E 19.15 4.375e-23 401-425 
BL00284D 16.34 5.286e-21 317-343 
BL00284A 15.64 6.192e-17 27-50 
BL00284B 17.99 4.414e-13 174-194 


1166 


BL01121 


Caspase family histidine proteins. 


BL01121A 9.11 5.500e-13 7-17 


1166 


PR00376 


INTERLEUKTN- IB CONVERTING 
ENZYME SIGNATURE 


PR00376A 14.23 7.980e-ll 5-18 


1167 


PD02870 


RECEPTOR INTERLEUKIN- 1 
PRECURSOR. 


PD02870D 15.74 7.000e-10 79-113 


1167 


PD01652 


RECEPTOR CELL NK GLYCOPROTEIN 
IMMUNOGLOB. 


PD01652B 8.50 3.143e-29 209-260 
PD01652B 8.50 5.457e-18 107-158 
PD01652A 15.35 6.43 8e- 14 117-152 
PD01652A 15.35 3.732e-10 24-59 
PD01652B 8.50 7.448e-10 14-65 
PD01652A 15.35 4.231e-09 219-254 


1169 


BL00615 


C-type lectin domain proteins. 


BL00615A 16.68 7.231e-10 125-142 


1171 


PR00308 


TYPE I ANTIFREEZE PROTEIN 
SIGNATURE 


PR00308A 5.90 9.156e-13 158-172 
PR00308C3.83 6.640e-12 161-170 
PR00308B 4.28 1.8O6e-10 161-172 
PR00308A 5.90 4.873e-10 162-176 
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PR00308C3.83 8.062e-10 165-174 


1171 


PR00456 


RIBOSOMAL PROTEIN P2 SIGNATURE 


PR00456E 3.06 5.671e-09 163-177 


1171 


BL00678 


Trp-Asp (WD) repeat proteins proteins. 


BL00678 9.67 2.800e-10 429-439 
BL00678 9.67 5.263e-09 480-490 
BL00678 9.67 6.211e-09 249-259 


1171 


PR00833 


POLLEN ALLERGEN POA PI 
SIGNATURE 


PR00833H 2.30 7.750e-10 164-178 
PR00833H 2.30 7.923e-09 161-175 


1171 


PR00320 


G-PROTEIN BETA WD-40 REPEAT 
SIGNATURE 


PR00320A 16.74 4.000e-13 427-441 
PR00320B 12.19 8.269e- 12 478-492 
PR00320A 16.74 5.966e-ll 478-492 
PR00320C 13.01 6.478e-ll 478-492 
PR00320C 13.01 9.217e-ll 427-441 
PR00320A 16.74 9.690e-ll 247-261 
PR00320B 12.19 3.057e~10 247-261 
PR00320C 13.01 6.040e-10 247-261 
PR00320B 12.19 6.657e- 10 427-441 
PR00320B 12.19 1.450e-09 520-534 
PR00320C 13.01 2.500e-09 303-317 
PR00320A 16.74 4.732e-09 520-534 
PR00320A 16.74 6.488e-09 344-358 
PR00320C 13.01 1.000e-08 344-358 


1172 


PD01652 


RECEPTOR CELL NK GLYCOPROTEIN 
IMMUNOGLOB. 


PD01652A 15.35 6.625e-10 24-60 
PD01652B 8.50 1.836e-09 14-66 
PD01652B 8.50 4.02 le- 09 111-163 


1173 


PD01652 


RECEPTOR CELL NK GLYCOPROTEIN 
IMMUNOGLOB. 


PD01652A 15.35 6.625e- 10 24-60 
PD01652B 8.50 1.836e-09 14-66 
PD01652B 8.50 4.021e-09 111-163 


1183 


PD02876 


DECARBOXYLASE 
PHOSPHATIDYLSERINE. 


PD02876C 8.80 2.723e-13 316-328 
PD02876D 12.13 2.588e-12 427-443 


H84 


BL01289 


TSC-22 / dip / bun family proteins. 


BL01289A 12.18 8.200e-33 124-150 
BL01289B 10.45 8.071e-30 151-180 


ll 84 


DM00475 


w LOW TRANSPOSASE SAPA 12K. 


DM00475B 12.12 5.891e-10 145-164 


1187 


PR00901 


PHEROMONE B ALPHA- 1 RECEPTOR 
SIGNATURE 


PR00901H 14.99 4.706e-09 56-66 


H88 


BL00708 


Prolyl endopeptidase family serine proteins. 


BL00708B 24.91 7.197e-12 734-764 


H88 


PF00930 


Dipeptidyl peptidase IV (DPP IV) N-terminal 

• 

region. 


PF00930I 15.96 6.373e-17 776-803 
PF00930H 20.16 2.482e-13 697-739 
PF00930J 8.78 1.000e-ll 828-848 
PF00930G 21.30 9.613e-09 657-694 


H89 


BL00708 


Prolyl endopeptidase family serine proteins. j 


BL00708B 24.91 7.197e-12 734-764 


H89 


PF00930 


Dipeptidyl peptidase IV (DPP IV) N-terminal 
region. 


PF00930H 20.16 2.482e-13 697-739 
PF00930J 8.78 1.000e-ll 790-810 
PF00930G 21.30 9.613e-09 657-694 


1190 


t)T AHTA O 


Prolyl endopeptidase family serine proteins. 


BL00708B 24.91 7.197e-12 721-751 


1190 


PF00930 


Dipeptidyl peptidase IV (DPP IV) N-terminal 
region. 


PF00930I 15.96 6.373e-17 763-790 
PF00930H 20.16 2.482e-13 684-726 
PF00930J 8.78 1.000e-ll 815-835 
PF00930G 21.30 9.613e-09 644-681 


1193 


PF00791 


Domain present in ZO-1 and Unc5-like netrin 
receptors. 


PF00791B 28.49 6.612e-15 153-207 
PF00791B 28.49 7.955e-14 186-240 
PF00791B 28.49 3.653e-12 436-490 
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PF00791B 28.49 9.337e-12 54-108 
PF00791B 28.49 4.273e-ll 319-373 
PF00791B 28.49 7.818e-ll 252-306 
PF00791B 28.49 1.524e-10 219-273 
PF00791B 28.49 2.398e-10 120-174 
PF00791C 20.98 3.559e-09 200-238 
PF00791C 20.98 5.235e-09 333-371 
PF00791C 20.98 5.235e-09 544-582 
PF00791B 28.49 6.202e-09 352-406 
PF00791B 28.49 7.028e-09 598-652 
PF00791C 20.98 7.265e-09 101-139 
PF00791B 28.49 8.679e-09 530-584 
PF00791B 28.49 l.OOOe-08 87-141 


1193 


PD00078 


REPEAT PROTEIN ANK NUCLEAR 
ANKYR. 


PD00078B 13.14 4.600e-12 345-357 
PD00078B 13.14 2.000e-ll 462-474 
PD00078B 13.14 3.500e-ll 796-808 
PD00078B 13.14 8.500e-ll 863-875 
PD00078B 13.14 4.600e-10 495-507 
PD00078B 13.14 5.950e-10 760-772 
PD00078B 13.14 4.522e-09 212-224 
PD00078B 13.14 6.087e-09 278-290 
PD00078B 13.14 l.OOOe-08 146-158 
PD00078B 13.14 l.OOOe-08 245-257 


1193 


PF00023 


Ank repeat proteins. 


PF00023A 16.03 2.500e-12 186-201 
PF00023B 14.20 5.154e-ll 465-474 
PF00023B 14.20 5.154e-ll 763-772 
PF00023A 16.03 6.571e~ll 153-168 
PF00023A 16.03 1.750e-10 54-69 
PF00023B 14.20 8.000e-10 866-875 
PF00023B 14.20 1.409e-09 348-357 
PF00023B 14.20 2.636e-09 281-290 
PF00023A 16.03 3.250e-09 219-234 
PF00023B 14.20 3.455e-09 498-507 
PF00023B 14.20 3.864e-09 799-808 
PF00023A 16.03 4.536e-09 252-267 
PF00023B 14.20 5.500e-09 248-257 
PF00023A 16.03 6.464e-09 598-613 
PF00023B 14.20 7.955e-09 432-441 
PF00023A 16.03 8.071e-09 631-646 
PF00023A 16.03 8.071e-09 767-782 
PF00023A 16.03 l.OOOe-08 701-716 


1194 


PR00834 


HTRA/DEGQ PROTEASE FAMILY 
SIGNATURE 


PR00834C 15.43 6.226e-20 253-277 
PR00834D 12.14 4.316e-17 291-308 
PR00834B 10.09 7.188e-14 212-232 
PR00834E 13.63 1.000e-12 313-330 
PR00834A 9.80 5.737e-12 191-203 
PR00834F 10.91 1.730e-09 374-386 


1195 


PR00555 


ADENOSINE A3 RECEPTOR SIGNATURE 


PR00555E 11.12 5.629e-20 105-122 
PR00555F 11.18 6.114e-20 152-169 
PR00555D 10.11 4.717e-18 60-76 


1195 


PR00237 


RHOD OP SIN-LIKE GPCR SUPERFAMILY 
SIGNATURE 


PR00237G 19.63 8.560e-15 119-145 
PR00237F 13.57 3.520e-13 83-107 
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PR00237E 13.03 4.960e-12 33-56 


1195 


PR00424 


ADENOSINE RECEPTOR SIGNATURE 


PR00424D 14.32 9.400e-23 21-40 
PR00424E 15.73 6.211e-14 74-87 
PR00424F 8.50 9.156e-12 119-129 


1195 


BL00237 


G-protein coupled receptors proteins. 


BL00237C 13.19 3.864e-15 78-104 
BL00237D 11.23 1.346e-ll 129-145 


1197 


BL00237 


G-protein coupled receptors proteins. 


BL00237A 27.68 3.455e-14 95-134 


1197 


PR00237 


RHODOPSIN-LIKE GPCR SUPERFAMILY 
SIGNATURE 


PR00237C 15.69 1.257e-10 109-131 
PR00237E 13.03 9. lOOe- 10 204-227 


1197 


PR00245 


OLFACTORY RECEPTOR SIGNATURE 


PR00245A 18.03 9.581e-18 64-85 
PR00245C 7.84 4.780e-13 243-258 
PR00245E 12.40 6.741e-09 296-310 
PR00245B 10.38 8.163e-09 182-196 


1197 


PR00534 


MELANOCORTIN RECEPTOR FAMILY 
SIGNATURE 


PR00534A 11.49 9.229e-09 56-68 


1198 


PR00505 


D12 CLASS N6 ADENINE-SPECIFIC DNA 
METHYLTRANSFERASE SIGNATURE 


PR00505A 14.15 4.857e-13 30-46 
PR00505B 11.49 1.621e-12 51-65 


1199 


PR00179 


LIPOCALIN SIGNATURE 


PR00179B 9.56 2.071e-09 111-123 
PR00179C 19.02 9.455e-09 138-153 


1200 


PF00152 


tRNA synthetases class II. 


PF00152D 21.30 8.364e-28 431-469 
PF00152C 28.03 9.250e-21 220-256 
PF00152B 15.67 2.658e-13 159-183 
PF00152A 19.68 5.714e-ll 44-66 


1202 


BL00504 


Fumarate reductase / succinate dehydrogenase 
FAD-binding site proteins. 


BL00504D 10.43 5.390e-17 31-48 


1203 


BL00720 


Guanine-nucleotide dissociation stimulators 
CDC25 family sign. 


BL00720B 16.57 5.065e-17 309-332 


1204 


PF00013 


KH domain proteins family of RNA binding 
proteins. 


PF00013 5.78 4.150e-09 112-123 


1206 


DM00893 


YRUVATE DEHYDROGENASE 
(LIP O AMIDE) BETA CHAIN. 


DM00893A 19.01 1.000e-40 47-93 
DM00893E 29.52 1.000e-40 234-287 
DM00893C 20.28 2.452e-40 143-184 
DM00893B 27.53 3.483e-31 105-142 
DM00893D 23.36 1.545e-26 197-230 
DM00893F 21.02 6.897e-21 292-316 


1207 


PR00312 


CALSEQUESTRIN SIGNATURE 


PR00312E 8.32 3.423e-36 163-192 
PR00312I 15.78 5.286e-35 326-354 
PR00312F 15.06 5.865e-35 193-222 
PR00312H 13.31 8.313e-35 257-284 
PR00312J 13.73 5.688e-34 357-385 
PR00312D 9.43 2.636e-33 122-151 
PR00312C 15.14 8.839e-33 86-115 
PR00312B 15.08 8.941e-33 56-85 
PR00312G 11.11 6.657e-32 224-251 
PR00312A 11.70 6.914e-27 29-52 


1207 


BL00863 


Calsequestrin proteins. 


BL00863G 12.17 1.000e-40 192-233 
BL00863H 14.03 1.000e-40 240-276 
BL00863J 10.84 1.000e-40 304-341 
BL00863A 15.14 7.387e-40 28-64 
BL00863B 12.89 4.300e-32 65-92 
BL00863F 11.27 3.172e-31 161-187 
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BL008631 10.28 6.786e-31 277-303 
BL00863E 8.49 1.462e-28 135-160 
BL00863C 13.93 7.387e-24 93-114 
BL00863D 11.58 5.629e-19 115-132 


1209 


BL00781 


Phosplioenolpyruvate carboxylase proteins 1 . 


BL00781C 12.88 7.031e-09 233-287 


1209 


PR00985 


LEUCYL-TRNA SYNTHETASE 
SIGNATURE 


PR00985A 12.10 7.716e-09 515-532 


1209 


PR00563 


BETA- 3 ADRENERGIC RECEPTOR 
SIGNATURE 


PR00563E 7.48 8.768e-09 782-800 


1210 


BL00290 


Itrimunoglobulins and major 
histocompatibility complex proteins. 


BL00290A 20.89 1.818e-ll 158-180 


1213 


BL00232 


Cadherins extracellular repeat proteins 
domain proteins. 


BL00232B 32.79 2.125e-26 227-274 
BL00232B 32.79 8.521e-15 440-487 
BL00232B 32.79 1.346e-13 118-165 
BL00232B 32.79 5.500e-13 335-382 
BL00232C 10.65 7.923e-10 333-350 
BL00232C 10.65 9.308e-10 438-455 
BL00232C 10.65 9.827e-10 225-242 


1213 


PR00205 


CADHERIN SIGNATURE 


PR00205B 11.39 3.945e-10 438-455 
PR00205B 11.39 2.220e-09 333-350 
PR00205B 11.39 9.542e-09 548-565 


1214 


PR00626 


CALRETICULIN SIGNATURE 


PR00626D 8.30 8.071e-30 242-264 
PR00626E 11.30 7.632e-24 280-299 
PR00626B 14.12 2.200e-20 126-142 
PR00626E 11.30 3.676e-19 266-285 
PR00626A 14.35 1.500e-18 100-118 
PR00626C 9.70 9.100e-18 215-228 
PR00626C 9.70 7.882e-14 232-245 
PR00626D 8.30 8.017e-13 256-278 
PR00626D 8.30 6.520e-09 208-230 


1214 


BL00803 


Calreticulin family proteins. 


BL00803G 14.33 1.000e-40 258-302 
BL00803F 10.95 2.000e-37 225-255 
BL00803E 16.55 2.588e-31 166-196 
BL00803C 11.13 6.063e-26 91-113 
BL00803F 10.95 7.268e-22 208-238 
BL00803G 14.33 1.127e- 19 244-288 
BL00803B 17.08 8.714e-18 63-81 
BL00803D 16.08 1.000e-15 128-138 
BL00803G 14.33 3.962e-15 272-316 
BL00803A 14.83 2.688e-14 35-48 
BL00803F 10.95 2.179e-ll 191-221 
BL00803F 10.95 9.516e-09 242-272 


1215 


PF00711 


Beta defensins. 


PF00711 15.76 7.915e-ll 45-77 


1215 


PD00866 


GLYCOPROTEIN PROTEIN SPIKE E2 
PRECURSOR PEPLOMER. 


PD00866L 3.73 7.709e-10 59-68 


1215 


1 PR00858 


CRUSTACEAN METALLOTHIONEIN 
SIGNATURE 


PR00858B 5.93 1.479e-09 40-58 


1215 


BL00317 


WAP-type Tour-disulfide core' domain 
proteins. 


BL00317B 14.58 2.216e-09 48-69 


1215 


BL00264 


Neurohypophysial hormones proteins. 


BL00264 8.98 5.642e-09 79-105 


1215 


DM01724 


kw ALLERGEN POLLEN CIM1 HOL-LI. 


DM01724 8.14 7.968e-12 16-35 
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DM01724 8.14 1.409e-ll 20-39 
DM01724 8.14 1.507e-10 4-23 
DM01724 8.14 6.684e-09 12-31 


1215 

m 


BL00243 


Integrins beta chain cysteine-rich domain 
proteins. 


BL00243I 31.77 2.000e-ll 42-84 
BL00243I 31.77 1.265e-10 54-96 
BL002431 31.77 1.254e-09 45-87 
BL00243I 31.77 8.225e-09 58-100 


1215 


BL00203 


Vertebrate metallothioneins proteins. 


BL00203 13.94 2.862e-12 32-77 
BL00203 13.94 3.690e-12 39-84 
BL00203 13.94 4.758e-ll 35-80 
BL00203 13.94 3.663e-09 42-87 
BL00203 13.94 5.592e-09 50-95 
BL00203 13.94 6.235e-09 36-81 
BL00203 13.94 6.786e-09 40-85 
BL00203 13.94 9.357e-09 60-105 


1218 


PR00946 


MERCURY SCAVENGER PROTEIN 
SIGNATURE 


PR00946A 5.58 6.516e-10 6-24 


1220 


DM01071 


OPACITY PROTEIN. 


DM01071A 1.92 8.990e-09 5-20 


1221 


BL00884 


Osteopontin proteins. 


BL008S4C 22.45 1.000e-40 119-160 
BL00884B 12.47 4.673e-33 24-67 
BL00884A 11.35 8.615e-32 1-30 
BL00884D 8.79 4.857e-19 248-264 


1221 


PR00216 


OSTEOPONTIN SIGNATURE 


PR00216A 10.94 5.000e-35 2-31 
PR00216C 9.63 1.391e-32 41-66 
PR00216G 12.39 9.550e-31 231-256 
PR00216F 11.79 3.700e-23 152-170 
PR00216E 8.44 3.250e-19 120-134 
PR00216D 2.74 1.200e-18 88-102 
PR00216D 2.74 2.209e-12 82-96 


1222 


BL00284 


Serpins proteins. 


BL00284C 28.56 6.538e-29 225-266 
BL00284A 15.64 3.739e-18 107-130 
BL00284D 16.34 3.793e-17 332-358 
BL00284E 19.15 2.909e-15 419-443 


1223 


PD02327 


GLYCOPROTEIN ANTIGEN PRECURSOR 
IMMUNOGLO. 


PD02327B 19.84 8.941e-23 143-164 
PD02327A 8.89 1.000e-13 115-126 
PD02327C 15.47 5.500e-13 209-223 


1225 


PR00418 


DNA TOPOISOMERASE II SIGNATURE 


PR00418F 12.01 3.813e-20 470-486 
PR00418G 14.68 7.000e-19 488-505 
PR00418C 10.02 8.200e-18 100-114 
PR004181 16.64 4.682e-17 550-566 
PR00418A 12.34 3.739e-16 20-35 
PR00418B 12.52 6.571e-15 57-70 
PR00418E 15.56 7.300e-15 397-411 
PR00418D 14.93 7.000e-14 252-265 
PR00418H 13.54 2.385e-12 508-520 


1225 


BL00177 


DNA topoisomerase II proteins. 


BL00177H 21.42 3.647e-39 471-506 
BL00177G 24.83 4.706e-36 417-455 
BL00177B 19.24 1.000e-35 79-114 
BL00177I 21.82 2.200e-21 732-757 
BL00177F 12.98 2.500e-18 395-412 
BL00177D 14.66 9.591e-15 252-265 
BL00177E 12.43 7.000e-13 310-321 
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BL00177C 13.16 5.950e-12 155-166 


1225 


BL01190 


Ribosomal protein L36e proteins. 


BL01190B 16.17 6.929e-10 1140-1194 


1225 


PF00521 


DNA gyrase/topoisomerase IV, subunit A. 


PF00521D 9.77 9.591e-09 788-811 


1226 


BL00455 


Putative AMP -binding domain proteins. 


BL00455 13.31 6.684e- 13 248-263 


1226 


PR00154 


AMP-BINDING SIGNATURE 


PR00154A 8.88 7.375e-10 241-252 


1228 


PR00007 


COMPLEMENT C1Q DOMAIN 
SIGNATURE 


PR00007B 14.16 7.698e~13 116-135 
PR00007D 9.64 9.654e-ll 193-203 
PR00007A 19.33 2.552e-10 89-115 
PR00007C 15.60 3.656e-10 163-184 


1228 


BL01113 


Clq domain proteins. 


BL01113B 18.26 1.563e-20 95-130 
BL01113D 7.47 9.308e-12 195-204 
BL01113C 13.18 4.750e-10 163-182 


1230 


PD00078 


REPEAT PROTEIN ANK NUCLEAR 
ANKYR. 


PD00078B 13.14 1.000e-ll 378-390 
PD00078B 13.14 4.500e-ll 495-507 
PD00078B 13.14 8.200e-10 897-909 
PD00078B 13.14 4.522e-09 528-540 


1230 


PR00665 


OXYTOCIN RECEPTOR SIGNATURE 


PR00665E 5.60 5.390e-09 756-769 


1230 


PF00791 


Domain present in ZO-1 and Unc5-like netrin 
receptors. 


PF00791B 28.49 1.890e-13 186-240 
PF00791B 28.49 3.368e-12 469-523 
PF00791B 28.49 2.273e-ll 219-273 
PF00791B 28.49 2.922e-10 352-406 
PF00791B 28.49 3.534e-10 904-958 
PF00791C 20.98 5.361e-10 366-404 
PF00791B 28.49 8.427e-10 12-66 
PF00791B 28.49 8.951e-10 734-788 
PF00791B 28.49 2.156e-09 153-207 
PF00791B 28.49 7.02Se-09 563-617 


1230 


PF00023 


Ank repeat proteins. 


PF00023A 16.03 1.600e-13 219-234 
PF00023A 16.03 2.500e-12 252-267 
PF00023B 14.20 5.154e-ll 498-507 
PF00023A 16.03 7.750e-10 631-646 
PF00023B 14.20 8.000e-10 900-909 
PF00023A 16.03 1.321e-09 186-201 
PF00023B 14.20 1.409e-09 381-390 
PF00023A 16.03 2.607e-09 698-713 
PF00023B 14.20 4.273e-09 465-474 
PF00023A 16.03 4.536e-09 1007-1022 
PF00023B 14.20 5.500e-09 281-290 
PF00023B 14.20 7.545e-09 531-540 
PF00023A 16.03 1.000e-08 800-815 


1231 


BL00400 


LBP / BPI / CETP family proteins. 


BL00400C 24.53 6.029e-17 210-253 
BL00400D 23.26 2.080e-14 274-310 
BL00400A 21.59 1.600e- 10 27-58 


1232 


BL00400 


LBP / BPI / CETP family proteins. 


BL00400C 24.53 6.029e-17 210-253 
BL00400D 23.26 2.080e-14 274-310 
BL00400A 21.59 1.600e- 10 27-58 


1233 


BL00400 


LBP / BPI / CETP family proteins. 


BL00400C 24.53 6.029e-17 210-253 
BL00400D 23.26 2.080e-14 274-310 
BL00400A 21.59 1.600e- 10 27-58 


1237 


BL00240 


Receptor tyrosine kinase class III proteins. 


BL00240B 24.70 9.809e-09 132-155 


1247 


BL01248 


Laminin-type EGF-like (LE) domain proteins. 


BL01248 11.02 1.340e-09 289-301 
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1247 


PR00764 


COMPLEMENT C9 SIGNATURE 


PR00764F 16.89 6.610e-09 237-257 


1247 


BL00812 


Glycosyl hydrolases family 8 proteins. 


BL00812B 13.49 6.667e-09 917-931 


1247 


PR00011 


TYPE III EGF-LIKE SIGNATURE 


PROOOllB 13.08 9.386e-17 767-785 
PROOOllB 13.08 8.875e-16 289-307 
PROOOllD 14.03 5.800e-15 550-568 
PROOOllD 14.03 8.000e-15 767-785 
PROOOllD 14.03 3.388e-14 289-307 
PROOOllB 13.08 7.833e-14 160-178 
PROOOllB 13.08 9.000e-14 550-568 
PROOOllA 14.06 9.345e-14 289-307 
PROOOllB 13.08 5.119e-13 203-221 
PROOOllB 13.08 5.576e-13 421-439 
PROOOllD 14.03 6.943e-13 421-439 
PROOOllB 13.08 7.102e-13 638-656 
PROOOllA 14.06 9.237e-13 203-221 
PROOOllB 13.08 9.542e-13 378-396 
PROOOllD 14.03 9.830e-13 638-656 
PROOOllD 14.03 3.211e-12 378-396 
PROOOllB 13.08 4.339e-12 810-828 
PROOOllA 14.06 6.516e-12 378-396 
PROOOllD 14.03 6.842e-12 810-828 
PROOOllD 14.03 7.158e-12 160-178 
PROOOllA 14.06 8.548e-12 421-439 
PROOOllA 14.06 1.554e-ll 550-568 
PROOOllD 14.03 2.770e-ll 593-611 
PROOOllD 14.03 3.213e-ll 507-525 
PROOOllD 14.03 3.361e-ll 203-221 
PROOOllB 13.08 4.877e-ll 246-264 
PROOOllB 13.08 6.400e-ll 332-350 
PROOOllB 13.08 6.815e-ll 593-611 
PROOOllD 14.03 7.049e-ll 332-350 
PROOOllB 13.08 8.062e-ll 724-742 
PROOOllB 13.08 2.174e-10 507-525 
PROOOllD 14.03 2.523e- 10 464-482 
PROOOllA 14.06 3.348e-10 767-785 
PROOOllD 14.03 4.462e-10 724-742 
PROOOllA 14.06 5.304e-10 810-828 
PROOOllA 14.06 8.304e-10 638-656 
PROOOllD 14.03 8.892e-10 246-264 
PROOOllD 14.03 1.913e-09 681-699 
PROOOllB 13.08 2.356e-09 464-482 
PROOOllA 14.06 2.726e-09 160-178 
PROOOllA 14.06 2.849e-09 246-264 
PROOOllB 13.08 5.685e-09 681-699 
PROOOllA 14.06 5.808e-09 681-699 
PROOOllA 14.06 6.055e-09 724-742 
PROOOllA 14.06 6.425e-09 464-482 
PROOOllA 14.06 6.671e-09 507-525 


1247 


DM00758 


AGRIN. 


DM00758 13.12 7.485e-09 197-212 
DM00758 13.12 8.412e-09 240-255 


1247 


PR00173 


GLUTAMATE-ASPARTATE 
SYMPORTER SIGNATURE 


PR00173F 10.44 8.820e-09 859-878 
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1247 


BL00022 


EGF-like domain proteins. 


BL00022B 7.54 3.250e-10 210-216 
BL00022A 7.48 9.000e-09 283-289 


1247 


BL00243 


Integrins beta chain cysteine-rich domain 
proteins. 


BL00243H 17.53 4.671e-09 284-309 
BL00243H 17.53 7.750e-09 327-352 
BL00243H 17.53 8.816e-09 198-223 
BL00243H 17.53 9.053e-09 241-266 


1254 


BL00247 


HBGF/FGF family proteins. 


BL00247B 31.59 3.077e-35 82-128 
BL00247C 21.54 8.333e-22 137-164 


1254 


PR00262 


IL1/HBGF FAMILY SIGNATURE 


PR00262A 28.26 8.588e-ll 77-104 


1254 


PR00263 


HEPARIN BINDING GROWTH FACTOR 
FAMILY SIGNATURE 


PR00263D 12.89 5.078e-ll 106-125 
PR00263C 9.90 7.188e-10 90-102 


1260 


PR00345 


STATHMIN FAMILY SIGNATURE 


PR00345B 7.12 1.371e-ll 207-235 


1260 


BL00563 


Stathmin family proteins. 


BL00563B 6.08 6.021e-ll 213-239 


1260 


PF00780 


Domain found in NIK 1 -like kinases, mouse 
citron and yeast ROM. 


PF00780A 10.77 7.857e-10 68-76 


1260 


BL00326 


Tropomyosins proteins. 


BL00326B 7.68 1.235e-09 161-209 


1260 


PR00194 


TROPOMYOSIN SIGNATURE 


PR00194C 6.38 9.703e-09 120-148 


1261 


BL00284 


Serpins proteins. 


BL00284C 28.56 7.000e-17 212-253 
BL00284D 16.34 1.692e-13 324-350 
BL00284A 15.64 1.200e-ll 49-72 


1262 


BL00873 


Sodium: alanine symporter family proteins. 


BL00873B 20.93 9.029e-10 2-53 


1263 


BL01020 


SARI family proteins. 


BL01020C 15.35 3.506e-20 83-133 
BL01020A 11.87 3.821e-19 7-37 
BL01020B 11.70 5.393e-15 41-75 


1263 


PR00328 


OTP-BINDING SARI PROTEIN 
SIGNATURE 


PR00328B 9.04 2.112e-12 55-79 
PR00328A 10.62 4.857e-12 27-50 


1265 


PR00258 


SPERACT RECEPTOR SIGNATURE 


PR00258B 9.63 2.800e-14 493-504 
PR00258C 9.05 1.257e-12 62-72 
PR00258C 9.05 7.171e-12 508-518 
PR00258D 14.41 8.500e-12 539-553 
PR00258D 14.41 8.875e-12 93-107 
PR00258A 11.46 3.418e-10 229-245 
PR00258D 14.41 5.034e-10 294-308 
PR00258E 13.33 2.500e-09 215-227 
PR00258A 11.46 3.000e-09 133-149 
PR00258C 9.05 7.000e-09 163-173 


1265 


BL00420 


Speract receptor repeat proteins domain 
proteins. 


BL00420B 22.67 1.000e-40 478-532 
BL00420B 22.67 7.689e-25 233-287 
BL00420B 22.67 6.625e-18 32-86 
BL00420B 22.67 8.863e-15 133-187 
BL00420B 22.67 5.585e-12 361-415 
BL00420C 11.90 8.625e-09 216-226 
BL00420C 11.90 9.000e-09 563-573 


1266 


PR00258 


SPERACT RECEPTOR SIGNATURE 


PR00258B 9.63 2.800e-14 493-504 
PR00258C 9.05 1.257e-12 62-72 
PR00258C 9.05 7.171e-12 508-518 
PR00258D 14.41 8.500e-12 539-553 
PR00258D 14.41 8.875e-12 93-107 
PR00258A 11.46 3.418e-10 229-245 
PR00258D 14.41 5.034e-10 294-308 
PR00258E 13.33 2.500e-09 215-227 
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PR00258A 11.46 3.000e-09 133-149 
PR00258C 9.05 7.000e-09 163-173 


1266 


BL00420 


Speract receptor repeat proteins domain 
proteins. 


BL00420B 22.67 1.000e-40 478-532 
BL00420B 22.67 7.689e-25 233-287 
BL00420B 22.67 6.625e-18 32-86 
BL00420B 22.67 8.863e-15 133-187 
BL00420B 22.67 5.585e-12 361-415 
BL00420C 11.90 8.625e-09 216-226 
BL00420C 11.90 9.000e-09 563-573 


1272 


PR00170 


SODIUM CHANNEL SIGNATURE 


PR00170E 6.48 8.533e-09 34-63 


1273 


BL00107 


Protein kinases ATP-binding region proteins. 


BL00107A 18.39 5.500e-21 214-244 


1273 


PR00109 


TYROSINE KINASE CATALYTIC 
DOMAIN SIGNATURE 


PR00109B 12.27 9.294e-12 214-232 


1273 


BL00239 


Receptor tyrosine kinase class II proteins. 


BL00239B 25.15 2.935e-09 149-196 


1273 


BL00240 


Receptor tyrosine kinase class III proteins. 


BL00240E 11.56 1.000e-08 200-237 


1275 


BL00427 


Disintegrins proteins. 


BL00427 13.93 7.592e-26 460-514 


1275 


PR00138 


MATRIXIN SIGNATURE 


PR00138D 16.56 5.101e-ll 359-384 


1275 


BL00142 


Neutral zinc metallopeptidases, zinc-binding 
region proteins. 


BL00142 8.38 7.545e-ll 359-369 


1275 


PR00289 


DISINTEGRIN SIGNATURE 


PR00289A 13.62 2.500e-14 474-493 
PR00289B 11.79 4.226e-10 503-515 


1275 


PR00480 


ASTACIN FAMILY SIGNATURE 


PR00480B 15.41 8.909e-10 354-372 


1275 


PR00907 


THROMBOMODULIN SIGNATURE 


PR00907E 11.70 3.647e-09 672-694 


1275 


BL00546 


Matrixins cysteine switch. 


BL00546C 16.41 4.255e-09 353-384 


1275 


BL00024 


Hemopexin domain proteins. 


BL00024D 17.28 5.596e-09 353-384 


1277 


PF00023 


Ank repeat proteins. 


PF00023A 16.03 1.600e-13 345-360 
PF00023B 14.20 6.318e-09 302-311 
PF00023A 16.03 6.464e-09 306-321 


1278 


BL00142 


Neutral zinc metallopeptidases, zinc-binding 
region proteins. 


BL00142 8.38 1.857e-09 412-422 


1278 


PR00756 


MEMBRANE ALANYL DIPEPTIDASE 
(Ml) FAMILY SIGNATURE 


PR00756A 12.90 5.091e-17 245-260 
PR00756D 10.58 8.258e-17 412-427 
PR00756B 14.06 7.333e-14 297-312 
PR00756E 11.91 3.769e-09 431-443 


1279 


DM01688 


2 POLY-IG RECEPTOR. 


DM01688K 17.19 8.640e-ll 78-116 
DM01688G 16.45 5.680e-09 76-107 


1288 


PR00019 


LEUCINE-RICH REPEAT SIGNATURE 


PR00019A 11.19 8.043e-10 164-177 
PR00019B 11.36 7.120e-09 136-149 


1288 


BL00240 


Receptor tyrosine kinase class III proteins. 


BL00240B 24.70 7.319e-09 319-342 


1290 


PR00019 


LEUCINE-RICH REPEAT SIGNATURE 


PR00019A 11.19 3.400e-12 86-99 
PR00019B 11.36 9.357e-12 83-96 
PR00019A 11.19 4.333e-09 111-124 


1295 


BL01113 


Clq domain proteins. 


BL01113C 13.18 9.617e-13 159-178 
BL01113D 7.47 2.174e-ll 191-200 
BL01113B 18.26 7.658e-ll 91-126 
BL01113A 17.99 3.106e-10 22-48 


1295 


PR00007 


COMPLEMENT C1Q DOMAIN 
SIGNATURE 


PR00007B 14.16 9.769e-14 112-131 
PR00007C 15.60 5.688e-13 159-180 
PR00007D 9.64 1.419e-09 189-199 
PR00007A 19.33 4.429e-09 86-112 


1295 


PR00513 


5-HYDROXYTRYPTAMINE IB 


PR00513D 11.06 8.085e-09 50-67 
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RECEPTOR SIGNATURE 




1296 


PR00665 


OXYTOCIN RECEPTOR SIGNATURE 


PR00665D 9.93 9.012e-ll 108-124 


1296 


BL00896 


LacY family proton/sugar symporters 
proteins. 


BL00896A 14.92 2.552e-09 300-332 


1296 


PR00237 


RHODOPSIN-LIKE GPCR SUPERFAMILY 
SIGNATURE 


PR00237F 13.57 8.667e-12 269-293 
PR00237G 19.63 7.395e-10 314-340 
PR00237A 11.48 8.333e-10 34-58 
PR00237B 13.50 4.250e-09 68-89 


1296 


BL00237 


G-protein coupled receptors proteins. 


BL00237C 13.19 4.414e-12 264-290 
BL00237D 11.23 9.727e-09 324-340 


1297 


BL00019 


Actinin-type actin-binding domain proteins. 


BL00019C 14.66 6.250e-28 285-320 
BL00019D 15.33 2.309e-15 348-377 
BL00019B 13.34 2.976e-13 240-262 
BL00019A 12.56 2.286e~12 215-225 


1297 


PF00435 


Spectrin repeat proteins. 


PF00435A 32.05 2.000e-14 991-1019 
PF00435B 13.41 9.609e-ll 1496-1511 
PF00435C 20.73 3.571e-09 2006-2025 


1297 


DM00588 


8 kw CH02 ALPHA ANTIGEN 
PARAMYOSIN. 


DM00588B 9.45 6.870e-09 1259-1268 


1297 


BL00326 


Tropomyosins proteins. 


BL00326B 7.68 9.296e-09 2110-2158 


1297 


BL00226 


Intermediate filaments proteins. 


BL00226B 23.86 5.605e-09 1734-1781 
BL00226B 23.86 9.895e-09 2042-2089 


1298 


BL00019 


Actinin-type actin-binding domain proteins. 


BL00019C 14.66 6.250e-28 297-332 
BL00019D 15.33 2.309e-15 360-389 
BL00019B 13.34 2.976e-13 240-262 
BL00019A 12.56 2.286e-12 215-225 


1298 


PF00435 


Spectrin repeat proteins. 


PF00435A 32.05 2.000e-14 1003-1031 
PF00435B 13.41 9.609e-ll 1508-1523 
PF00435C 20.73 3.571e-09 2018-2037 


1298 


DM00588 


8 kw CH02 ALPHA ANTIGEN 
PARAMYOSIN. 


DM00588B 9.45 6.870e-09 1271-1280 


1298 


BL00326 


Tropomyosins proteins. 


BL00326B 7.68 9.296e-09 2122-2170 


1298 


BL00226 


Intermediate filaments proteins. 


BL00226B 23,86 5.605e-09 1746-1793 
BL00226B 23.86 9.895e-09 2054-2101 


1304 


PR00700 


PROTEIN TYROSINE PHOSPHATASE 
SIGNATURE 


PR00700C 13.17 8.535e-09 125-142 


1305 


PR00700 


PROTEIN TYROSINE PHOSPHATASE 
SIGNATURE 


PR00700C 13.17 8.535e-09 240-257 


1306 


PD02929 


ADHESION GLYCOPROTEIN 
PRECURSOR I. 


PD02929A 28.27 4.433e-10 207-260 


1306 


PR00020 


MAM DOMAIN SIGNATURE 


PR00020A 18.17 9.211e-10 428-446 
PR00020C 13.66 3.340e-09 509-520 


1306 


BL00740 


MAM domain proteins. 


BL00740B 19.76 4.682e-10 578-598 
BL00740A 13.87 5.588e-09 430-442 


1308 


BL00072 


Acyl-CoA dehydrogenases proteins. 


BL00072E 24.12 5.014e-12 724-766 
BL00072D 30.08 7.136e-10 635-685 


1309 


BL00072 


Acyl-CoA dehydrogenases proteins. 


BL00072E 24.12 5.014e-12 706-748 
BL00072D 30.08 7.136e-10 617-667 


1311 


PR00215 


NEUROMODULIN SIGNATURE 


PR00215C 13.98 6.779e-10 743-763 


1311 


BL00412 


Neuromodulin (GAP-43) proteins. 


BL00412B 10.60 1.681e-09 735-771 


1311 


PF00992 


Troponin. 


PF00992A 16.67 9.746e-10 609-643 
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PF00992A 16.67 5.145e-09 613-647 
PF00992A 16.67 7.395e-09 615-649 
PF00992A 16.67 1.000e-08 608-642 


1314 


PF00632 


HECT-domain (ubiquitin-transferase). 


PF00632C 20.66 1.000e-29 2270-2301 
PF00632B 18.45 2.800e-21 2215-2242 


1314 


PF00624 


Flocculin repeat proteins. 


PF00624J 6.21 7.000e-09 1424-1478 


1314 


BL00412 


Neuromodulin (GAP-43) proteins. 


BL00412D 16.54 9.022e-10 350-400 
BL00412D 16.54 1.551e-09 342-392 
BL00412D 16.54 7.429e-09 349-399 
BL00412D 16.54 8.531e-09 328-378 


1314 


DM00191 


w SPAC8A4.04C RESISTANCE 
SPAC8A4.05C DAUNORUBICIN. 


DM00191D 13.94 6.635e-09 1410-1448 
DM00191D 13.94 9.374e-09 1404-1442 


1317 


DM00179 


w KINASE ALPHA ADHESION T-CELL. 


DM00179 13.97 5.263e-10 107-116 


1321 


PR00019 


LEUCINE-RICH REPEAT SIGNATURE 


PR00019B 11.36 4.000e-ll 335-348 
PR00019B 11.36 1.450e-10 193-206 
PR00019B 11.36 3.250e-10 167-180 
PR00019A 11.19 4,130e-10 338-351 
PR00019A 11.19 4.522e- 10 480-493 
PR00019B 11.36 7.300e- 10 309-322 
PR00019B 11.36 1.720e-09 569-582 
PR00019B 11.36 3.880e-09 477-490 
PR00019A 11.19 5.667e-09 170-183 


1321 


DM01551 


kw OSTEOINDUCTIVE YOPM 
MEMBRANE OUTER. 


DM01551C 14.62 6.280e-09 568-587 
DM01551C 14.62 8.320e-09 355-374 


1322 


BL00290 


Immunoglobulins and major 
histocompatibility complex proteins. 


BL00290B 13.17 9.250e-09 317-334 


1324 


PD01719 


PRECURSOR GLYCOPROTEIN SIGNAL 
RE. 


PD01719A 12.89 1.740e-ll 36-63 


1328 


BL00420 

i 


Speract receptor repeat proteins domain 
proteins. 


BL00420B 22.67 4.696e-38 15-69 
BL00420B 22.67 6.949e-36 189-243 
BL00420B 22.67 1.300e-35 301-355 
BL00420B 22.67 4.358e-30 639-693 
BL00420B 22.67 1.863e-26 406-460 
BL00420C 11.90 1.360e-13 100-110 
BL00420C 11.90 6.797e-ll 274-284 
BL00420C 11.90 8.322e-ll 492-502 
BL00420C 11.90 1.545e-10 386-396 


1328 


PR00258 


SPERACT RECEPTOR SIGNATURE 


PR00258B 9.63 7.188e-15 654-665 
PR00258B 9.63 8.875e-15 30-41 
PR00258B 9.63 8.875e-15 204-215 
PR00258B 9.63 6.400e-14 316-327 
PR00258B 9.63 3.543e-13 421-432 
PR00258E 13.33 7.811e-13 99-111 
PR00258D 14.41 7.500e-ll 468-482 
PR00258E 13.33 9.625e-ll 273-285 
PR00258D 14.41 2.552e-10 700-714 
PR00258E 13.33 3.000e-10 491-503 
PR00258A 11.46 8.791e-10 635-651 
PR00258C 9.05 1.000e-09 45-55 
PR00258A 11.46 2.375e-09 185-201 
PR00258A 11.46 6.500e-09 11-27 
PR00258A 11.46 6.500e-09 297-313 
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PR00258E 13.33 7.450e-09 385-397 
PR00258C 9.05 8.500e-09 436-446 
PR00258A 11.46 9.625e-09 402-418 


1329 


PD01270 


RECEPTOR FC IMMUNOGLOBULIN 
AFFIN. 


PD01270A 17.22 7.500e-15 21-60 
PD01270B 22.18 6.288e-13 72-108 
PD01270C 19.54 7.608e-09 114-142 


1333 


BL00246 


Wnt-1 family proteins. 


BL00246D 23.97 1.000e-40 202-254 
BL00246E 20.32 8.636e-35 319-364 
BL00246B 13.69 6.806e-29 101-135 
BL00246C 15.56 9.036e-22 167-191 
BL00246A 15.75 6.870e-21 68-87 


1335 


PR00245 


OLFACTORY RECEPTOR SIGNATURE 


PR00245A 18.03 7.300e-19 26-47 


1337 


BL00476 


Fatty acid desaturases family 1 proteins. 


BL00476C 13.87 1.000e-40 80-132 
BL00476E 12.10 1.000e-40 231-283 
BL00476D 11.28 2.125e-30 171-221 
BL00476B 18.34 4.494e- 16 36-79 
BL00476F 12.75 6.333e-16 285-329 


1337 


PR00075 


FATTY ACID DESATURASE FAMILY 1 
SIGNATURE 


PR00075D 11.41 3.538e-33 131-160 
PR00075C 10.31 3.813e-20 94-114 
PR00075G 8.85 2.047e-19 268-282 
PR00075E 12.60 7.585e-16 192-210 
PR00075F 16.07 6.952e-15 225-246 
PR00075A 16.97 4.429e-14 47-67 
PR00075B 12.16 7.047e-ll 71-93 


1339 


PD00301 


PROTEIN REPEAT MUSCLE CALCIUM- 
BL 


PD00301A 10.24 6.400e-09 55-65 


1339 


BL00422 


Granins proteins. 


BL00422C 16.18 6.647e-09 44-71 
BL00422C 16.18 8.235e-09 45-72 


1339 


BL00319 


Amyloidogenic glycoprotein extracellular 
domain proteins. 


BL00319C 17.12 5.836e-ll 48-81 
BL00319C 17.12 5.974e-09 47-80 
BL00319C 17.12 8.342e-09 44-77 
BL00319C 17.12 9.053e-09 45-78 


1340 


BL00406 


Actins proteins. 


BL00406C 6.75 4.286e-20 137-191 
BL00406B 5.47 8.130e-14 78-132 
BL00406D 12.58 3.734e-13 267-321 
BL00406A 9.95 L290e-12 5-39 


1340 


PR00190 


ACTIN SIGNATURE 


PR00190F 7.80 4.803e-12 135-154 
PR00190C 11.49 1.878e-09 57-79 


1341 


BL00048 


Protamine PI proteins. 


BL00048 6.39 3.588e-09 4-30 


1343 


BL00790 


Receptor tyrosine kinase class V proteins. 


BL00790I 20.01 9.520e-ll 555-585 


1343 


PR00014 


FIBRONECTIN TYPE in REPEAT 
SIGNATURE 


PR00014C 15.44 2.565e-09 544-562 


1344 


PR00020 


MAM DOMAIN SIGNATURE 


PR00020A 18.17 5.776e-12 759-777 
PR00020C 13.66 6.932e-10 832-843 


1344 


PD01270 


RECEPTOR FC IMMUNOGLOBULIN 
AFFIN. 


PD01270D 24.66 5.378e-09 292-327 


1344 


BL00740 


MAM domain proteins. 


BL00740A 13.87 8.313e-12 761-773 
BL00740B 19.76 8.500e-09 901-921 


1344 


PD02080 


T-CELL GLYCOPROTEIN CD8 CHAIN 
SURFACE ALPHA PRE. 


PD02080B 20.69 9.621e-09 538-576 


1344 


BL00240 


Receptor tyrosine kinase class III proteins. 


BL00240B 24.70 9.809e-09 155-178 
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1345 


BL00282 


Kazal serine protease inhibitors family 
proteins. 


BL00282 16.88 6.577e-10 127-149 


1345 


BL00222 


Insulin-like growth factor binding proteins. 


BL00222B 11.09 6.940e-10 74-89 


1345 


BL00621 


Tissue factor proteins. 


BL00621A 8.69 6.473e-09 5-22 


1346 


PR00326 


GTP1/OBG GTP-BINDING PROTEIN 
FAMILY SIGNATURE 


PR00326A 8.75 1.386e-09 85-105 


1346 


PF00922 


Vesiculovirus phosphoprotein. 


PF00922A 19.17 1.724e-09 437-470 


1346 


PR00449 


TRANSFORMING PROTEIN P21 RAS 
SIGNATURE 


PR00449A 13.20 1.931e-09 83-104 


1346 


PR00905 


HYPOTHETICAL MYCOPLASMA 
LIPOPROTEIN (MG045) SIGNATURE 


PR00905H 6.88 5.886e-09 343-363 


1348 


PR00406 


CYTOCHROME B5 REDUCTASE 
SIGNATURE 


PR00406F 3.97 3.520e-10 158-166 


1348 


PR00014 


FIBRONECTIN TYPE III REPEAT 
SIGNATURE 


PR00014B 14.77 2.500e-09 848-858 


1348 


PD02870 


RECEPTOR INTERLEUKIN- 1 
PRECURSOR. 


PD02870B 18.83 3.202e-09 480-512 


1348 


DM00179 


w KINASE ALPHA ADHESION T-CELL. 


DM00179 13.97 7.261e-09 205-214 


1348 


BL00240 


Receptor tyrosine kinase class III proteins. 


BL00240B 24.70 8.277e-09 263-286 


1348 


PD02520 


RECEPTOR PRECURSOR 
TRANSMEMBRANE. 


PD02520C 10.48 9.203e-09 881-897 


1349 


PR00698 


C.ELEGANS SRG FAMILY INTEGRAL 
MEMBRANE PROTEIN SIGNATURE 


PR00698E 14.43 8.714e-09 97-122 


1350 


BL00284 


Serpins proteins. 


BL00284C 28.56 5.714e-32 203-244 
BL00284D 16.34 9.640e-19 311-337 
BL00284A 15.64 1.783e-18 72-95 
BL00284B 17.99 3.045e-16 176-196 
BL00284E 19.15 6.250e-14 378-402 


1355 


PF00023 


Ank repeat proteins. 


PF00023A 16.03 7.000e-ll 69-84 
PF00023B 14.20 2.636e-09 131-140 


1355 


PD00078 


REPEAT PROTEIN ANK NUCLEAR 
ANKYR. 


PD00078B 13.14 2.957e-09 128-140 


1355 


PF00791 


Domain present in ZO- 1 and Unc5-like netrin 
receptors. 


PF00791B 28.49 9.587e-09 69-123 


1356 


BL00107 


Protein kinases ATP -binding region proteins. 


BL00107A 18.39 4.000e-10 339-369 


1356 


PR00109 


TYROSINE KINASE CATALYTIC 
DOMAIN SIGNATURE 


PR00109D 17.04 4.234e-09 403-425 
PR00109B 12.27 1.000e-08 339-357 


1358 


PR00237 


RHOD OP SIN-LIKE GPCR SUPERFAMILY 
SIGNATURE 


PR00237G 19.63 3.793e-13 41-67 


1358 


BL00237 


G-protein coupled receptors proteins. 


BL00237D 11.23 3.348e-12 51-67 


1359 


BL00178 


Aniinoacyl- transfer RNA synthetases class-I 
proteins. 


BL00178B 7.11 3.700e-12 344-354 


1360 


PF00969 


Class II histocompatibility antigen, beta 
domain proteins. 


PF00969A 22.07 5.846e-29 12-54 
PF00969B 9.97 6.211e-25 56-91 
PF00969C 27.72 7.324e-16 95-144 


1361 


BL00520 


Interleukin-10 family proteins. 


BL00520A 6.21 6.471e-09 1-13 


1362 


BL00520 


Interleukin- 1 0 family proteins . 


BL00520A 6.21 6.471e-09 1-13 


1365 


BL00253 


Interleukin-1 proteins. 


BL00253D 25.67 3.464e-ll 95-134 


1365 


PR00264 


INTERLEUKIN- 1 SIGNATURE 


PR00264C 17.77 3.294e-17 95-123 
PR00264B 20.98 6.250e-09 56-82 


1366 


BL01177 


Anaphylatoxin domain proteins. 


BL01177E 20.64 4.541e~13 791-817 
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1366 


BL00477 


Alpha-2-macroglobulin family thiolester 
region proteins. 


BL00477J 19.04 7>207e-29 1221-1251 
BL00477F 17.34 8.500e-25 786-815 
BL00477G 19.43 8.826e-23 963-994 
BL00477A 13.50 9.800e-23 122-150 
BL00477L 23.51 8.800e-22 1417-1449 
BL00477K 17.42 4.529e-14 1362-1385 
BL00477E 17.53 6.538e-13 756-776 
BL00477B 9.05 6.625e-13 209-221 
BL004771 18.76 2.650e-12 1065-1091 
BL00477D 12.73 4.073e-12 730-739 
BL00477H 9.07 5.395e-12 1034-1045 
BL00477C 15.70 1.161e-10 236-252 


1366 


BL00115 


Eukaryotic RNA polymerase II heptapeptide 
repeat proteins. 


BL001 15V 21.32 5.745e-09 1402-1451 


1366 


BL00713 


S odium: dicarboxylate symporter family 
proteins. 


BL00713F 16.13 8.989e-09 917-958 


1368 


BL00983 


Ly-6 / u-PAR domain proteins. 


BL00983C 12.69 8.714e-16 90-105 
BL00983B 8.19 2.161e-10 23-32 


1368 


BL00272 


Snake toxins proteins. 


BL00272C 8.27 9.791e-09 94-105 



* Results include in order: accession number subtype; raw score; p-value; position of signature in amino 
acid sequence 
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685 


IPB001400 


Somatotropin hormone family 


IPB001400A 14.85 1.90e-13 35-58 


686 

V«r VmJ \m/ 


IPB001400 


Somatotronin hormone familv 


IPB001400B 23 62 9 25e-24 79-115 
IPB001400A 14.85 4.33e-14 35-58 


686 


PR00836 


Somatotropin hormone family 
signature I 


PR00836A 15.53 1.96e-ll 79-92 
PR00836B 17.50 9.31e~ll 101-119 
IPB001400C 13.76 6.28e-10 135-151 


688 


TPB001400 


Snmatntroriin hormone familv 


IPB001400B 23 62 1 90e-28 79-115 
IPB001400A 14 85 4 91e-16 35-58 


688 

\j \j \j 


PR00836 


Somatotronin hormone familv 
signature II 


PR00836B 17 50 1 43e-15 101-119 

X XX. \7 v v_/ %_/ \_/ X-/ X / • V X • • «-/ w X «^ X v X XX 

PR00836A 15 53 2 35e-13 79-92 
IPB001400C 13.76 4.72e-10 135-151 


689 


IPB000215 


Serpins 


IPB000215E 15.36 5.76e-17 373-397 
IPB000215A 13.01 3.42e-15 77-100 
IPB000215D 15.35 8.05e-ll 294-320 
IPB000215B 9.87 6.04e-10 162-174 
IPB000215C 13.90 7.97e-10 189-203 


690 


PR00390 


Phospholipase C signature I 


PR00390A 14.24 6.34e-20 191-209 


690 


IPB002048 


EF-hand familv 

J mf A. X. A. V-VA, A. ^4>- A, U>A A. A. A. A. J 


IPB002048 7.91 3.84e-09 43-55 


691 


IPB000734 


Lipase 


IPB000734 10.25 8.50e-09 435-449 


693 


PR00573 


Interleukin 8B recentor signature III 


PR00573C 9 83 2 15e-09 38-46 


693 

\J n>' 


PR00427 


Interleukin- 8 recentor signature I 


PR00427A 15 48 4 46e-09 34-48 


694 


IPB000407 


GDA1/CD39 familv of nucleoside 
phosphatase 


IPB000407C 15 11 4 09e-19 217-239 
IPB000407D 11.44 4.27e-15 248-261 
IPB000407A 11.93 1.62e-ll 101-112 
IPB000407B 8.75 2.70e-ll 175-186 
IPB000407G 17.95 2.80e-ll 460-474 
IPB000407F 16.53 8.54e-10 430-444 


695 


PR00237 


Rhodopsin-like GPCR superfamily 
signature VI 


PR00237F 14.34 3.20e-09 239-263 


695 


PRO 1066 


P2Y4 Durinoceotor signature II 


PR01066B 4.51 6.03e-09 111-126 


696 


IPB001304 


C-tvne lectin domain 


IPB001304A 17.98 3.00e-17 168-192 


696 


PRO 1408 


Macrophage scavenger recentor 
signature VI 


PR01408F 9.76 4.87e-09 83-107 


698 


IPB000407 


GDA1/CD39 family of nucleoside 
phosphatase 


IPB000407C 15.11 3.30e-16 165-187 
IPB000407D 11.44 9.59e-15 196-209 
IPB000407B 8.75 9.68e-12 123-134 
IPB000407A 11.93 4.50e-10 48-59 
IPB000407F 16.53 7.57e-10 377-391 


700 


IPB000433 


ZZ Zinc finger 


IPB000433 14.10 4.60e-ll 184-200 


700 


PR00608 


Class II cytochrome C signature I 


PR00608A 12.75 8.07e-10 118-141 


700 


IPB000102 


Neuraxin / MAP IB repeat 


IPB000102A 10.50 5.59e-09 116-144 


700 


IPB002989 


Mycobacterial pentapeptide repeats 


IPB002989B 10.80 5.76e-09 110-135 


700 


PRO 1286 


Orphan nuclear receptor NOR1 
signature V 


PR01286E 5.27 7.14e-09 133-154 


700 


PR00456 


Ribosomal protein P2 signature V 


PR00456E 3.08 8.64e-09 123-137 


700 


IPB001119 


S-layer protein (SLH domain) 


IPB001119B 14.79 9.28e-09 115-127 
PR00456E3.08 9.69e-09 122-136 


700 


IPB001005 


Myb DNA binding domain 


IPB001005A 11.39 9.71e-09 231-251 


701 


PR00049 


Wilm's tumour protein signature IV 


PR00049D 0.00 1.00e-09 280-294 


701 


PR01217 


Proline rich extensin signature VIII 


PR01217H5.61 1.67e-09 309-321 


702 


IPB000345 


Cytochrome c family heme-binding 
site 


IPB000345 9.03 7.19e-09 107-119 


703 


IPB001251 


Cellular retinaldehyde-binding 
protein (CRAL)/Triple function 
domain (TRIO) 


IPB001251A 7.40 5.05e-12 38-49 
IPB001251B 14.78 7.14e-12 195-209 
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PR001 80 

X JLVV/V/ J. Ov 


("Vllnlar retinal deli vde-bin dine - 
protein signature I 


PR00180A 11.19 6 24e-ll 37-59 
PR00180D 13.13 1.92&-09 202-221 


704 


IPB002610 


Rhomboid family 


IPB002610C 5.81 3.81e-10 284-294 
IPB002610B 5.33 6.81e-09 225-235 


7fK 


PRO! 


(~\{- v 1 frnn cnrirsti c\y\ ■fo n\r\Y oicmatiirp 15 
\_^LXx LldlloUIipLlUll LtXKsXAJL oigUcilUI C xx 


PR01256B 5 92 5 97e-1 1 221-233 
PR01256B 5 92 7 51e-ll 218-230 
PR01256B 5.92 2.35e-10 219-231 
PR01256B 5.92 2.11e-09 220-232 
PR01256B 5.92 2.31e-09 222-234 
PR01256B 5.92 2.62e-09 217-229 


705 


IPB001541 


SUR2-type hydroxylase/desaturase 
catalytic domain 


IPB001541B 11.65 3.14e-09 223-232 
IPB001541B 11.65 3.14e-09 224-233 
IPB001541B 11.65 3.14e-09 225-234 
IPB001541B 11.65 6.57e-09 222-231 


705 


PR00910 


Luteovirus ORF6 protein signature I 


PR00910A 2.74 9.04e-09 756-768 


706 


IPB001124 


Lipid-binding serum glycoprotein 


IPB001124D 21.85 2.50e-12 251-287 
IPB001124C 25.71 5.08e-ll 184-227 


707 


IPB002495 


Glycosyltransferase family 8 


IPB002495B 11.16 4.77e-09 273-283 


70S 
/Wo 


TP"ROni 7R1 
1JT J3UU 1 / o 1 


L^LxVl QUI lid. Ill 


TPB001781 1 1 42 8 77e-1 1 31-41 

XX UUU X / O X XX.~^* O. / I \j XX -/X i X 


710 


IPB001442 


C-terminal tandem repeated domain 
in type 4 procollagen 


IPB001442F 15.05 L00e-40 1624-1667 
IPB001442C 14.98 4.82e-40 1537-1571 
IPB001442A 26.12 4.09e-39 1298-1350 
IPB001442A 26.12 5.40e-35 114-166 
IPB001442D 15.34 1.00e-34 1572-1603 
IPB001442A 26.12 7.11e-29 799-851 
TPB001449A 26 12 1 47e-28 781-833 
IPB001442A 26.12 3.4Se-28 790-842 
IPB001442A 26.12 4.57e-28 814-866 


710 


IPB000885 


Fibrillar collagen C-terminal domain 


IPB000885B 19.15 1.93e-27 1339-1392 
IPB000885B 19.15 2.24e-27 783-836 
IPB001442A 26.12 2.53e-27 683-735 
IPB001442A 26.12 3.59e-27 796-848 
TPR000885R 19 15 4 26e-27 780-833 

IPB001442A 26.12 4.81e-27 925-977 
IPB001442A 26.12 5. 


710 


1PB001073 


Complement Clq protein 


IPB001073A 22.14 9.18e-19 1413-1447 
IPB000885A 1 1.46 9.29e-19 744-781 
IPB000885B 19.15 9.40e-19 1348-1401 
IPB000885B 19.15 9.40e-19 1412-1465 
TPR001442A 26 12 9 42e-19 538-590 
IPB001442A 26.12 9.42e-19 1304-1356 
IPB000885B 19 


710 


IPB000817 


Prion protein 


IPB000817A 8.34 7.23e-10 777-819 
IPB000885A 11.46 7.26e-10 1064-1101 
IPB001442B 12.38 7.30e-10 735-755 
IPB001442B 12.38 7.30e-10 938-958 
TPR001449R 19 SR 7 S0e-10 969-989 

IPB001442A 26.12 7.36e-10 582-634 
IPB001073A 22.14 7.4 


710 


IPB001285 


Synaptophysin/synaptoporin 


IPB001285F 6.39 4.08e-09 1379-1423 
IPB000885B 19.15 4. lle-09 462-515 
IPB000885B 19.15 4. lle-09 1087-1140 
IPB001442B 12.38 4.28e-09 103-123 
IPB000885A 11.46 4.31e-09 612-649 
IPB000885B 19.15 4.35e-09 1213-1266 
IPB001442B 12.38 


710 


IPB003778 


DUF183 


IPB003778B 27.11 7.31e-09 302-344 
IPB001442B 12.38 7.32e-09 794-814 
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IPB001442A 26.12 7.34e-09 629-681 

IPB001442A 26.12 7.42e-09 444-496 
IPB001073A 22.14 7.47e-09 975-1009 
IPB000885B 19.15 7.5 


710 


IPB003531 


Short hematopoietin receptor family 

i 

i 


IPB003531C 15.87 9.76e-09 518-535 

IPB000885B 19.15 9.84e-09 1451-1504 
IPB001442B 12.38 9.88e-09 302-322 
IPB000817A 8.34 9.91e-09 1026-1068 
IPB000885B 19.15 1.00e-08 658-711 


711 


PR00261 


Low density lipoprotein (LDL) 
receptor signature II 


PR00261B 15.12 4.13e-22 1101-1122 

PR00261C 18.72 2.87e-21 1015-1036 
ppnno/^i r k io 4 A£\f> 91 inis i 

PR00261E 18.62 5.74e-21 1144-1165 
PR00261B 15.12 1.32e-20 3523-3544 


711 


IPB000033 


"Low-density lipoprotein (ldl) 
receptor, YWTD repeat" 


IPB000033D 30.18 2.03e-20 2057-2095 

PR00261B 15.12 2.61e-20 892-913 

PR00261A 15.49 2.73e-20 1053-1074 

PR00261D 16.87 6.40e-20 892-913 
ppnno^i r 1 *\ 1 9 £ AAe* on 1 rwi 1 en a 

r JvUUZO IJj LD. 1Z O.^fOe-ZU 1 \JDj-L\J /h 

PR00261F 15.46 7.92e-20 892-913 
PR00261D 16.87 8.56e-20 3 


711 


IPB002172 


Low density lipoprotein (LDL)- 
receptor class A (LDLRA) domain 


IPB002172 7.37 1.00e-16 2818-2830 
PR00261F 15.46 2.10e-16 1185-1206 
PR00261D 16.87 2.15e-16 3721-3742 
PR00261A 15.49 2.38e-16 2729-2750 
PR00261D 16.87 2.38e-16 933-954 
PR00261E 18.62 2.97e-16 2729-2750 
PR00261F 15.46 3.41e-16 


711 


IPB000152 


Aspartic acid and asparagine 
hydroxylation site 


IPB000152 8.86 6.14e-16 206-221 
PR00261C 18.72 7.57e-16 2729-2750 
PR00261A 15.49 7.92e-16 3562-3583 
PR00261F 15.46 8.02e~16 2729-2750 
PR00261C 18.72 8.30e-16 3600-3621 
IPB000033A 21.82 8.33e-16 2731-2753 
PR00261B 15.12 8.53e-16 933-954 
PR00261F 15.46 8.68e-16 3562-3583 
PR00261C 18.72 9.27e-16 80-101 
PR00261F 15.46 9.56e-16 3404-3425 
PR00261E 18.62 9.72e-16 3562-3583 
PR00261C 18.72 9.76e-16 2938-2959 
PR00261E 18.62 1.53e-15 3404-3425 

PP/Vi9£1 T7 19 £9 1 «lo 1 C "lAOA Q C AC 

PR00261D 16.87 1.63e-15 3641-3662 
PR00261C 18.72 1.68e-15 3484-3505 
PR00261E 18.62 1.79e-15 3809-3830 
PR00261D 16.87 1.84e-15 3364-3385 
PR00261 A 1 5 49 2 29e-1 5 2767-97R8 
IPB002172 7.37 2.64e-15 89-101 
PR00261F 15.46 2.80e-15 2687-2708 
PR00261E 18.62 3.12e- 15 3523-3544 
PR00261C 18.72 3.25e-15 3641-3662 


711 


PR00764 


Complement C9 signature II 


PR00764B 12.47 3.36e-15 1048-1068 
IPB002172 7.37 3.45e-15 1110-1122 
PR00261B 15.12 3.74e-15 3600-3621 
PR00261B 15.12 4.33e-15 2893-2914 
PR00261C 18.72 4.60e-15 2687-2708 
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IPB000033C 11.58 4.81e-15 3128-3142 
IPB000033D30.18 5. 


711 


IPB001774 


Delta serrate ligand 

4 


IPB001774D 19.23 9.89e-14 4240-4286 
IPB002172 7.37 1.00e-13 2902-2914 
PR00261E 18.62 1.00e-13 2558-2579 
PR00261D 16 87 1 5^e-1 ^ 1 1 85-1906 

PR00261C 18.72 1.96e-13 125-146 
PR00261F 15.46 2.19e-13 2558-2579 
IPB000033C 11.58 2.29e-13 1376-1390 
PR00261B 15.12 2.53e-13 2558-2579 
IPB002172 7.37 2.59e-13 1062-1074 
IPB002172 7.37 2.59e-13 2947-2959 
IPB002172 7 37 3 12e-13 2861-2873 
PR00764B 12.47 3.38e-13 3636-3656 
IPB002172 7.37 3.65e-13 3650-3662 


711 


IPB001881 


Calcium-binding EGF-like domain 


IPB001881B 12.28 4.00e-13 206-217 
PR00261A 15.49 4.60e-13 1185-1206 
IPB000152 8.86 5.09e-13 3019-3034 
PR00261B 15.12 5.25e-13 3444-3465 
PR00261E 18 62 5 61e-13 125-146 
IPB002172 7.37 5.76e-13 2776-2788 
IPB002172 7.37 6.29e-13 


711 


PR00010 


Type II EGF-like signature III 


PR00010C 6.98 8.13e-ll 211-221 
IPB002172 7.37 8.43e-ll 3532-3544 
IPB000033A 21.82 8.71e-ll 1187-1209 
IPB000033C 11.58 9.00e-ll 1774-1788 
IPB000152 8.86 9.04e-ll 2979-2994 
PR00261C 18.72 9.18e-ll 2558-2579 
IPB000033C 11.58 5.86e-10 2081-2095 


711 


PR00907 


Thrombomodulin signature II 


PR00907B 11.50 6. 04e- 10 4218-4234 
IPB000033C 11.58 6.40e-10 411-425 
IPB002172 7.37 6.54e-10 942-954 
IPB000033C 11.58 6.58e-10 1466-1480 
IPB000033A 21.82 7.26e-10 2560-2582 
PR00261C 18.72 7.67e-10 2893-2914 
PR00010C 6.98 8.55e-10 3024-3034 
PR00764B 12.47 8.62e-10 120-140 
PR00764B 12 47 8 73e-10 2 804-2824 
PR00764B 12.47 8.85e-10 3439-3459 
IPB002172 7 37 9 31e-10 3493-3505 
IPB000033C 11.58 9.46e-10 3084-3098 
IPB002172 7.37 1.00e-09 2647-2659 
PR00764B 12.47 1.22e-09 3479-3499 
IPB000033C 11.58 1.48e-09 736-750 
PR00764B 12.47 1.65e-09 2594-2614 
IPB000033B 7 05 2 42e-09 3024-3034 
PR00764B 12.47 2.63e-09 75-95 


711 


IPB000970 


"Developmental sisnaline Drotein. 
Wnt-1 family" 


IPB000970F 23 43 4 19e-09 4241-4289 
IPB000033C 11.58 4.21e-09 2404-2418 


711 


PR00873 


Echinoidea (sea urchin) 
metallothionein signature IV 


PR00873D 8.25 4.88e-09 4326-4344 
PR00764B 12.47 5. 23e~09 2933-2953 
IPB000033D 30.18 5.37e-09 4044-4082 
PR00764B 12.47 5.66e-09 2553-2573 
PR00764B 12.47 5.99e-09 3518-3538 
IPB001881B 12.28 6.87e-09 2979-2990 


711 


IPB001169 


"Integrin beta, C-terminus" 


IPB001169K 27.45 6.96e-09 2547-2589 
IPB000033C 11.58 7.91e-09 1647-1661 


711 


IPB002557 


Chitin binding domain 


IPB002557B 12.64 7.92e-09 1236-1249 
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IPB000033C 11 58 8 07e~09 324-338 
IPB000033C 11.58 8.07e-09 367-381 
IPB000033C 11 58 8 23e-09 1329-1343 
IPB001774C 18.25 8.26e-09 4301-4343 
PR00010C 6.98 8.46e-09 3900-3910 


711 


IPB003886 


Extracellular domain in nidogen 


IPB003886D 13.91 8.62e-09 206-225 
PR00764B 12.47 8.70e-09 1096-1116 
IPB000033B 7 05 8 82e-09 2984-2994 
IPB003886E 12.94 8.88e-09 4100-4110 
PR00764B 12.47 9.46e-09 2847-2867 


711 


IPB000118 


Granulin 


IPB000118C 7,41 9.65e-09 3822-3863 
PR00907B 11.50 9.66e~09 162-178 


712 


PR00261 


receptor signature II 


PR00261 R IS 12 7 4^p~1 8 80-101 
PR00261D 16.87 7.25e-17 80-101 
PR00261E 18.62 3.53e-16 80-101 
PR00261F 15.46 5.39e-16 80-101 
PR00261A 15.49 6.08e-16 80-101 


712 


TPB002172 


T ow Hfti^itv li'nntirntF'in (T 1~)T ^- 
receotor class A f LDLRA^ domain 


TPR002172 7 ^7 ? 64e-l 5 89-101 
PR00261C 18 72 3 47e-15 80-101 
PR00261A 15.49 7.64e-15 125-146 
PR00261F 15 46 8 80e-15 125-146 
PR00261D 16.87 1.98e-14 125-146 


111 


IPB000033 


"Low-density lipoprotein (ldl) 
receptor, YWTD repeat" 


IPB000033A 21.82 3.53e-14 82-104 
PR00261C 18.72 1.96e-13 125-146 
PR00261E 18.62 5.61e-13 125-146 
IPB002172 7.37 6.40e-12 134-146 
PR00261B 15.12 9.37e-12 125-146 


712 


PR00764 


Complement C9 signature II 


PR00764B 12.47 8.62e-10 120-140 


712 


PR00907 


Thrombomodulin signature II 

AAA A A A WAA A ^* A A A A A > ^ A A <k-%- (a 1 w*- A A. A. 


PR00907B 11 50 9 66e-09 162-178 
PR00764B 12.47 1.00e-08 75-95 


713 


IPB003164 


Alpha adaptin carboxyl-terminal 
domain 


IPB003164M 10.25 8.22e-09 164-195 


714 


PR00205 


Cadherin signature VI 


PR00205F 19.57 3.86e-16 741-767 
PR00205F 19.57 2.13e-15 301-327 
PR00205B 20.09 7.30e-15 996-1025 
PR00205B 20 09 9 70e-1 5 950-279 
PR00205B 20.09 l.S4e- 14 475-504 
PR00205D 12.22 4. 12e-14 332-351 


714 


IPB002126 


Cadherin domain 


IPB002126B 12.04 4.79e-14 238-255 
PR00205B 20.09 4.94e-14 1210-1239 
PR00205B 20.09 7.19e-14 1315-1344 
PR00205D 12 22 9 31e-14 1294-1313 
IPB002126B 12.04 3.57e-13 463-480 
PR00205F 19.57 4.90e-13 1368-1394 
IPB002126B 12.04 5.29 


715 


PR00205 


Cadherin signature VI 


PR00205F 19.57 3.86e-16 741-767 
PR00205F 19.57 2.13e-15 301-327 
PR00205B 20.09 7.30e-15 996-1025 
PR00205B 20.09 9.70e-15 250-279 
PR00205B 20.09 1.84e- 14 475-504 
PR00205D 12.22 4.12e-14 332-351 


715 


IPB002126 


Cadherin domain 


IPB002126B 12.04 4.79e-14 238-255 
PR00205B 20.09 4.94e-14 1210-1239 
PR00205B 20.09 7.19e-14 1315-1344 
PR00205D 12.22 9.31e-14 1294-1313 
IPB002126B 12.04 3.57e-13 463-480 
PR00205F 19.57 4.90e-13 1368-1394 
IPB002126B 12.04 5.29 



WO 2004/080148 



PCT7US2003/030720 



364 
TABLE 3B 



716 


IPB002469 


"Dipeptidyl peptidase IV, N- 
terminus" 


IPB002469I 10.99 4.86e-16 719-737 
IPB002469H 21.17 6.14e-16 674-709 
IPB002469J 8.97 3.52e~12 801-817 


71 
1 10 


tproo9A7i 


rTOiyi enuopepuuase iamuy acinic 

dl/llVC oilC 


TPR009471FI 94 00 1 66p-1 1 706-717 

1ST ±->\J\J Z.'-r / JLX> Zr*.y\J J.UUC" I L / UU I J I 

IPB002469G 26 76 9 24e-l 1 629-667 


717 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 1.00e-21 156-181 
IPB000822 14.67 4.75e-19 324-349 
IPB000822 14.67 4.46e-18 212-237 
IPB000822 14.67 3.57e-17 184-209 
IPB000822 14.67 7.43e-17 240-265 
IPB000822 14.67 l.OOe- 16 296-321 
IPB000822 14.67 2.69e-15 62-87 
IPB000822 14.67 4.38e-15 352-377 


717 


PR00048 


C2H2-type zinc finger signature I 


PR00048A 9.94 8.20e-15 181-194 


717 

• 


IPB001275 


DM DNA binding domain 

< 


IPB001275 19.17 9.07e-15 172-211 
PR00048A 9.94 3.77e-14 321-334 
PR00048A 9.94 8.62e-14 349-362 
PR00048A 9.94 3.57e-13 153-166 
IPB001275 19.17 9.71e-13 144-183 
IPB000822 14.67 1.95e-12 268-293 
PR00048A 9.94 2.06e-12 237-250 
PR00048A 9.94 4.18e-12 209-222 
IPB000822 14.67 9.53e-12 34-59 
PR00048A 9.94 6.21e-ll 265-278 
IPB001275 19.17 8.71e-ll 200-239 
PR00048A 9.94 1.41e-10 293-306 

TPT3001 97^ 1 Q 1 7 A 1 £^ 10 119 151 

PR00048B 5.52 5.50e-10 197-206 
PR00048A 9.94 7.55e-10 59-72 
PR00048B 5.52 9.36e-10 337-346 
PR00048B 5.52 1.00e-09 169-178 

PR00048R 5 59 1 50p-0Q 995-914 
IPB001275 19.17 3.62e-09'256-295 
PR00048B 5.52 4.50e-09 365-374 
IPB001275 19.17 5.22e-09 228-267 
IPB001275 19.17 8.75e-09 284-323 


718 


IPB000221 


Protamine PI 


IPB000221 5.48 2.97e-12 74-100 
IPB000221 5.48 9.30e-12 63-89 
IPB000221 5.48 2.19e-ll 103-129 
IPB000221 5.48 2.59e-ll 64-90 
IPB000221 5.48 3.91e-ll 78-104 


718 


IPB000492 


Protamine 2 (PRM2) 


IPB000492B 5.26 5.88e-ll 98-132 
IPB000221 5.48 6.16e-ll 92-118 
IPB000221 5.48 6.43e-ll 99-125 
IPB000221 5.48 7.62e-ll 60-86 
IPB000492B 5.26 9.35e-ll 79-113 
IPB000492B 5.26 9.35e-ll 102-136 
IPB000221 5.48 2.73e-10 118-144 

TPR000991 5 48 4 70p-1 0 69-88 

IPB000221 5.48 4.70e-10 94-120 
IPB000492B 5.26 6.97e-10 103-137 
IPB000492B 5.26 8.12e-10 106-140 
IPB000492B 5.26 8.53e-10 105-139 
IPB000221 5.48 8.89e-10 101-127 
IPB000492B 5.26 9.06e-10 78-112 
IPB000492B 5.26 9.69e-10 100-134 
IPB000221 5.48 1.00e-09 83-109 
IPB000221 5.48 1.46e-09 65-91 
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IPB000221 5.48 3.31e-09 109-135 
IPB000221 5.48 3.31e-09 122-148 
IPB000492B 5.26 3.84e-09 75-109 
IPB000221 5 48 5 15e-09 107-133 
IPB000221 5.48 5.27e-09 52-78 


718 


PR00055 


HIV TAT domain signature III 


PR00055C 9.12 5.92e-09 16-32 
IPB000221 5.48 6.19e-09 116-142 
TPB000492B 5 26 6 38e-09 94-128 
IPB000492B 5.26 6.67e-09 107-141 
IPB000221 5.48 6.88e-09 97-123 
IPB000221 5.48 6.88e-09 111-137 
IPB000492B 5 26 7 75e-09 77-111 
IPB000492B 5.26 8.34e-09 65-99 


71 R 

I 1 o 


TPR000271 


Rihn^nmal nrntein T,34 


IPB000271 15.87 9.78e-09 111-148 
IPB000221 5.48 9.88e-09 124-150 
IPB000492B 5.26 9.90e-09 111-145 
IPB000221 5.48 1.00e-08 76-102 


720 


IPB000152 


Asoartic acid and asnaraeine 
hydroxylation site 


IPB000152 8.86 6.54e-17 2348-2363 
IPB000152 8.86 4.18e-15 2191-2206 
IPB000152 8.86 3.84e-14 2232-2247 
IPB000152 8.86 3.86e-13 2108-2123 


720 


IPB003886 


Extracellular domain in nidogen 


IPB003886D 13.91 4.78e-13 2232-2251 


720 


IPB001881 


Calcium-binding EGF-like domain 


IPB001881B 12.28 5.50e-13 2191-2202 


720 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 8.29e-13 1028-1065 


720 


PR00010 


Type II EGF-like signature III 


PROOOIOC 6.98 9.47e-13 2353-2363 
IPB003006B 20.23 1.00e-12 1119-1156 


720 


IPB000033 


"Low-density lipoprotein (Idl) 
receptor, YWTD repeat" 


IPB000033B 7.05 3.70e-12 2196-2206 
IPB001881B 12.28 5.20e-12 2348-2359 


720 


IPB002861 


Reeler domain 


IPB002861B 10.50 6.52e-12 1435-1463 
IPB002861B 10.50 7.12e-12 1606-1634 


720 


PRO 13 03 


Plasmodium circumsporozoite 
protein signature i v 


PR01303D 10.57 7.20e-12 1441-1458 

PR0001 CiC ft Q8 1 7Se-1 1 91 96-9906 

IPB000152 8.86 L96e-ll 2023-2038 
IPB001881B 12.28 4.79e-ll 2232-2243 
IPB003006B 20.23 4.91e-ll 386-423 
TPB003006B 20 23 5 30e-ll 1208-1245 
IPB002861B 10.50 7.08e-ll 1549-1577 
IPB003006B 20.23 8.43e-ll 199-236 
IPB001881B 12 28 8.58e-ll 2066-2077 
IPB001881B 12.28 9.53e-ll 2023-2034 
IPB003006B 20.23 9.61e-ll 756-793 


720 


IPB000981 


Neurohypophysial hormone 


IPB000981A 17.34 1.60e-10 1594-1621 
IPB003006B 20.23 2.08e-10 847-884 
IPB003886D 13.91 2.33e-10 2191-2210 
IPB000033B 7.05 4.48e-10 2353-2363 


720 


IPB003367 


Thrombospondin type 3 repeat 


IPB003367A 11.78 5.83e-10 2116-2136 
PR01303D 10.57 5.90e-10 1612-1629 
IPB000033B 7.05 7.10e-10 2113-2123 


720 


IPB001862 


Membrane attack complex 
components/perform/complement C9 


IPB001862A 12.54 8.02e-10 1714-1729 


720 


PR00907 


Thrombomodulin signature VII 


PR00907G 10.43 8.09e-10 2348-2374 
IPB003006B 20.23 8.56e-10 104-141 
IPB001881B 12.28 8.71e-10 2108-2119 
PR00907G 10.43 8.85e-10 2232-2258 
IPB003006B 20.23 8.92e-10 938-975 
IPB003886D 13.91 9.41e-10 2348-2367 
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PR00907B 11.50 9.64e- 10 2228-2244 
IPB003006B 20.23 1.35e-09 479-516 
PR01303D 10.57 2.00e-09 1726-1743 


720 


PRO 1472 


Intercellular adhesion 

yy\ f\] onii 1 /a/i ro cfMll QT" f^^l 1 Q/'IVlF'CI fYTl 

molecule- 1 signature III 


PR01472C 14.40 3.41e-09 994-1009 
TPR003886D 13 91 3 49e-09 2108-2127 


770 


TPROOOS£1 
lr S-j\J\J\) JO 1 


IJ/VJJ/-111V.C UAJIIldin 


TPR000S61 4 89 3 S7e-09 2357-2365 
PR00010C 6.98 3.63e-09 21 13-2123 
IPB003006B 20.23 3.77e-09 1299-1336 
IPB000033A 21.82 4.35e-09 2053-2075 
IPB002861B 10.50 4.48e-09 1663-1691 
IPB003006B 20.23 4.81e-09 10-47 
IPB003367A 11.78 5.13e-09 2318-2338 
IPB003006B 20.23 5.50e-09 572-609 


/zu 


pt? n 1 aha 


vascular cen donesion moiecuie-i 

^ V V^./-\.1V±— 1 J £>lg,lldlUi C V A 


PP01474T7 14 SI S 76p-09 1991-1914 
TPB003006R 20 21 5 85e-09 293-330 


720 


PR01536 


Interleukin-1 receptor type I and type 
II family signature III 


PR01536C 19.92 5.85e-09 393-416 
PR01536C 19.92 6.08e-09 1 126-1149 
PR01536C 19.92 7.46e-09 763-786 
PR01536C 19 92 7 58e-09 1215-1238 
PR00010C 6.98 8.02e-09 2237-2247 
IPB001862A 12.54 8.55e-09 1486-1501 
IPB002861B 10.50 8.98e-09 1720-1748 
IPB002861C23.17 9.02e-09 1650-1704 


720 


IPB000967 

X. X. JL^V U V-^ ! 


Zinc finizer NF-X1 tvoe 


IPB000967E 21.88 9.20e-09 1443-1483 


720 


IPB000118 


Granulin 


IPB000118B 7.94 9.20e-09 2011-2049 
PR00907G 10 43 9 27e~09 2108-2134 

X- ML \-f \S ^ \J> I mm A. *mf © 1 W' mJ • / \. f mm* ***** mm. \m< r A. 1 

PR00907B 11.50 9.43e-09 2344-2360 
IPB002861B 10.50 9.59e-09 1492-1520 


721 


IPB000135 


High mobility group proteins HMG1 
and HMG2 


IPB000135D 2.13 8.05e-14 71-95 
IPB000135D2.13 5.27e-13 72-96 
IPB000135D 2.13 9.46e-12 73-97 
IPB000135D 2.13 4.78e-ll 70-94 


721 


IPB003874 


CDC45-like protein 


IPB003874C 5.49 8.27e-ll 74-85 


721 


IPB000897 


OTP-binding signal recognition 

L ClL LlvlU ^kJlNJT KJiXJllltXlLL 


IPB000897A 9.15 8.60e-ll 454-473 
IPB000135D 2 13 3 05e-10 74-98 


721 


IPB001580 


Calreticulin family 


IPB001580F 2.93 8.31e-10 78-87 
IPB000135D 2.13 9.02e-10 69-93 
IPB000135D 2.13 1.00e-09 65-89 
TPR001 580F 2 93 1 45e-09 76-85 
IPB000135D 2.13 5.09e-09 66-90 
IPB001580F 9 93 6 85e-09 74-83 
IPB000135D 2 13 7 00e-09 75-99 

mWLJL Jmmif \mf \J W JL *mr* J, m** +mm* 0 JL Mm* f • \m* V* "V W m*^ § 

IPB000135D 2.13 8.00e-09 68-92 
IPB000135D 2.13 9.36e-09 63-87 


722 


IPB001140 


ABC transporter transmembrane 


IPB001140A 21.73 8.36e-20 1311-1357 
IPB001140A 21 73 9 29e-18 499-545 

XX -*■ F \mf \J X X 1 VX X mimm* JL * / mmmf mS * mmm* m* W X. \m* I S *mS %J 

IPB001140B 15.62 4.79e-15 615-653 
IPB001140B 15.62 1.16e-10 1427-1465 


722 


PR00326 


GTP1/OBG GTP-binding protein 
family signature I 


PR00326A 8.70 6.66e- 10 513-533 


722 


IPB000795 


GTP-binding elongation factor 


IPB000795A 10.67 7.88e-10 1324-1339 


722 


IPB000897 


GTP-binding signal recognition 
particle (SRP54) domain 


IPB000897A 9.15 1.54e-09 512-531 
IPB000795A 10.67 2.85e-09 512-527 
PR00326A 8.70 4.49e-09 1325-1345 
IPB000897A 9.15 5.57e-09 1324-1343 


722 


IPB001324 


Phosphoribulokinase family 


IPB001324A 18.12 8.00e-09 1321-1342 
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722 


PR00364 


Disease resistance protein signature I 


PR00364A 8.29 8.00e-09 512-527 


722 


PR01014 


Neuropeptide Y2 receptor signature 
VI 


PR01014F 15.22 8.74e-09 647-663 


723 


PR01217 


Proline rich extensin signature VII 


PR01217G 4.02 7.16e-09 242-267 
PR01217D 4.57 7.49e-09 495-516 


723 


IPB001084 


Microtubule associated Tau protein 


IPB001084C 7.66 9.64e-09 308-325 


723 


IPB001101 


Plectin repeat 


IPB001101K 8.53 9.92e-09 29-72 


724 


IPB001552 


Acyl-CoA dehydrogenase 


IPB001552E 22.77 2.46e-19 158-198 
IPB001552D 24.88 5.35e-19 67-109 
IPB001552C 25.04 7.75e-15 13-53 


725 


IPB000998 


MAM domain 

X. T A.J. *.X. T J. VIV7X 1 ICVIJIJ. 


IPB000998D 18.66 1.96e-15 526-549 


725 


IPB003886 


Extracellular domain in nidogen 


IPB003886D 13.91 8.77e-15 236-255 


725 


IPB000152 


Aspartic acid and asparagine 
hvdroxvlfltinn ^ite 

11 VUlUAVluLlUll Ollv 


IPB000152 8.86 2.89e-14 109-124 


725 


IPB001881 


f^a1ciiim-hindine r RCTR-lilce domain 


IPB001881B 12 28 5 00e-14 191-202 

XX 1 -* \J \j X w \J X JL^r X « aW xJ « \_/ V/ W X T X ^ X mVm 

IPB000152 8.86 1.00e-13 236-251 

■ i > X# X^ XV -L tar XV • XV XV A. ♦ X^ X» J. tar ^W taV X> A. 

IPB000152 8.86 L82e-13 191-206 
IPB001881B 12.28 4.75e-13 109-120 


725 


IPB001774 


Delta serrate ligand 


IPB001774C 18.25 9.13e-13 71-113 
IPB000998B 17.20 l.OOe- 12 409-421 


725 


PR00020 


MAM domain signature I 


PR00020A 20.48 2.88e-ll 407-425 
IPB000998C 18.63 5.30e-ll 463-478 
IPB001881B 12.28 8.58e-ll 236-247 


725 


PR00907 


Thrombomodulin signature II 


PR00907B 11.50 2.44e-10 143-159 


725 


IPB000561 


EGF-like domain 


IPB000561 4.89 3.25e-10 80-88 


725 


IPB000033 


"Low- density lipoprotein fldD 
receptor, YWTD repeat" 


IPB000033B 7.05 5.35e-10 241-251 
IPB000033B 7.05 5.97e-09 196-206 


725 


IPB000167 


Dehydrin 


IPB000167A 8.58 7.14e-09 323-350 


725 


IPB003367 


Thrombospondin type 3 repeat 


IPB003367A 11.78 9.79e-09 158-178 


726 


IPB001258 


NHL repeat 


IPB001258B 28.61 4.30e-17 619-653 
IPB001258B 28.61 7.00e-17 525-559 
IPB001258B 28.61 1.27e- 16 431-465 
IPB001258B 28.61 5.91e-16 478-512 


726 


PRO 1406 


B-box zinc finger signature I 


PR01406A 20.90 8.36e-12 112-129 
IPB001258B 28.61 5.60e-ll 572-606 


726 


IPB003649 


B-Box C-terminal domain 


IPB003649B 22.16 3.68e-10 115-134 


726 


IPB001869 


Thiol-activated cytolysins 


IPB001869C 15.61 6.06e-09 396-419 


727 


IPB000198 


RlioGAP domain 


IPB000198C 16.49 8.31e-16 923-940 
IPB000198B 12.47 9.10e-15 833-850 


727 


IPB002219 


Phorbol esters/diacylglycerol binding 
domain 


IPB002219B 12.53 3.89e-ll 724-739 
IPB000198A 15.95 9.61e-10 781-797 


727 


IPB002551 


Coronavirus S 1 glycoprotein 


IPB002551J 18.56 3.60e-09 470-511 


727 


IPB001369 


Purine and other phosphorylases 
family 2 


IPB001369C 24.81 4.27e-09 36-76 


727 


IPB003351 


Dishevelled specific domain 


IPB003351C 13.82 7.24e-09 1025-1064 


729 


TPB002870 


R PTTTf^l vcjiri fa mi 1 v wnnpnti Hp 


TPB002S70R 24 7^ 6 2^e-24 1 ^ 1 - 1 6Q 
IPB002870F 18.81 6.54e- 16 456-480 


729 


IPB001762 

4.A *' ^ X»» A, / >— » * 


Disintesrin 

1 ^ A AAA Wkikl AAA 


IPB001762A 23.93 6.50e-15 359-399 
IPB002870E 11.90 8.67e-14 414-426 
IPB002870D 16.31 8.77e-13 383-398 


729 


PRO 1303 


Plasmodium circumsporozoite 
protein signature IV 


PR01303D 10.57 1.42e-ll 1173-1190 
PR01303D 10.57 1.40e-10 1488-1505 
IPB002870A 12.22 2.29e-10 81-97 
IPB002870C 11.01 2.80e-10 344-354 
PR01303D 10.57 3.91e-10 1098-1115 


729 


IPB000130 


"Neutral zinc metallopeptidases, 
zinc-binding region" 


IPB000130 5.86 7.19e-10 412-422 
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729 


IPB000118 


Granulin 


IPB000118G 12.18 4.31e-09 1471-1519 


729 


IPB002861 


Reeler domain 


IPB002861C 23.17 5.34e-09 969-1023 
PR01303D 10.57 6.50e-09 1229-1246 
IPB002861B 10.50 7.75e-09 1223-1251 


729 


PR00269 


Pleiotrophin/midkine family 
signature I 


PR00269A 12.42 9.33e-09 1162-1186 


730 


PR01478 


Leukotriene B4 type 2 receptor 
signature V 


PR01478E 5.85 7.56e-10 149-177 


735 


IPB001331 


Guanine-nucleotide dissociation 
stimulators CDC24 family 


IPB001331C 16.09 7.35e-14 302-327 


737 


IPB002004 


"Poly-adenylate binding protein, 
unique domain" 


IPB002004C 13.84 8.14e-10 189-231 


741 

/ *T 1 


PR 01 976 


T , \/r\f i li VfMva+i n cionatiTTf* T l 

1 jjJC 11 iVCl dLUi ■blg.llcllLll C 11 


PR01 976B 9 79 9 97e-1 0 147-159 

jt ivw iz,/ ijjj y . i y y . jl, i t/— i *t / — x~t y 


742 


PR00205 


Cadherin signature II 


PR00205B 20.09 5.95e~20 252-281 
PR00205D 12.22 3.25e-16 654-673 
PR00205B 20.09 7.60e-15 142-171 
PR00205F 19.57 1.00e-14 520-546 
PR00205G 13.05 1.37e-13 657-674 
PR00205F 19.57 3.10e-13 623-649 
PR00205D 12.22 5.80e-13 231-250 
PR00205D 12.22 5.80e-13 551-570 
PR00205B 20.09 6.40e-13 469-498 


742 


IPB002126 


Cadherin domain 


IPB002126B 12.04 8.71e-13 560-577 
PR00205F 19.57 1.26e-12 308-334 
PR00205G 13.05 1.30e-12 340-357 
PR00205G 13.05 4.90e-12 554-571 
PR00205D 12.22 5.37e-12 337-356 
PR00205D 12.22 8.20e- 12 448-467 
PR00205G 13.05 8. 5 Oe- 12 234-251 
PR00205G 13.05 6.84e-ll 451-468 
IPB002126B 12.04 7.43e-ll 240-257 
PR00205F 19.57 7.63e-l 1 417-443 
PR00205A 17.38 8.56e-ll 301-320 

TPR009196R 19 04 ^ flle-1 0 4*57-474 

IPB002126B 12.04 9.42e-10 130-147 
IPB002126A 14 68 3 67e-09 312-328 
PR00205A 17.38 4.71e-09 513-532 
PR00205E 10.82 5.50e-09 570-583 
IPB002126A 14.68 6.33e-09 204-220 
PR00205C 13.59 6.62e-09 640-652 
PR00205B 20.09 7.06e-09 572-601 
PR00205D 12.22 8.27e-09 121-140 
PR00205G 13.05 9.82e-09 124-141 


744 


IPB001862 


Membrane attack complex 
components/perforin/complement C9 


IPB001862C 26.48 8.94e-09 119-167 


745 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 6.00e-24 216-241 

TPR0A0R99 1 A fH Q 1 R<=» 9 1 1 f\C\ 1 

IPB000822 14.67 1.75e-20 328-353 
IPB000822 14.67 4 00e-20 518-543 
IPB000822 14.67 8.50e-20 244-269 
IPB000822 14.67 9.25e-19 490-515 
IPB000822 14.67 7.92e-18 188-213 
IPB000822 14.67 9.31e-18 356-381 
IPB000822 14.67 9.36e-17 272-297 
IPB000822 14.67 3.40e-16 384-409 
IPB000822 14.67 8.80e-16 300-325 


745 


PR00048 


C2H2-type zinc finger signature I 


PR00048A 9.94 5.50e-15 381-394 
PR00048A 9.94 1.00e-14 269-282 
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PR00048A 9.94 1.00e-14 543-556 
PR00048A 9.94 3.08e-14 185-198 
PR00048A 9.94 4.46e-14 487-500 
IPB000822 14.67 6.06e- 14 440-465 
IPB000822 14.67 2.50e-13 412-437 
PR00048A 9.94 3.57e-13 297-310 
PR00048A 9.94 6.79e-13 213-226 
PR00048A 9.94 7.43e-13 409-422 
IPB000822 14.67 8.00e-13 132-157 


745 


IPB001275 


DM DNA binding domain 


IPB001275 19.17 8.00e-13 148-187 
PR00048A 9.94 3.12e-12 241-254 
PR00048A 9.94 5.76e-12 515-528 
PR00048B 5.52 7.00e-12 173-182 
IPB001275 19.17 7.58e-12 204-243 

PR 00048 A Q Q4 S 4 1 p>- 1 9 i^i-'*^ 

IPB001275 19.17 3.96e-ll 506-545 
IPB000822 14.67 4.43e-ll 546-571 
IPB001275 19.17 5.76e-ll 176-215 
PR00048A 9.94 6.21e-ll 325-338 
PR00048B 5.52 7.00e-ll 341-350 
PR00048B 5.52 9.25e-ll 503-512 
PR00048B 5.52 1.00e-10 229-238 
IPB001275 19.17 1.49e- 10 344-383 
IPB001275 19.17 4.41e-10 316-355 


74 S 


TPT3001 999 

IT DUU 1 JJJJZ* 




TPR001 999 94 6^ 5 1 6e-1 0 490-596 
TPB00 1 275 19 17 5 50e- 1 0 232-27 1 
PR00048A 9.94 7.14e-10 129-142 
PR00048A 9 94 7 14e-10 157-170 
PR00048A 9.94 1.38e-09 437-450 
IPB001275 19.17 1.46e-09 372-411 
IPB001275 19.17 3.39e-09 288-327 
PR00048B 5.52 5.50e-09 531-540 
IPB001222 24.63 8.35e-09 160-196 
IPB001275 19.17 9.09e-09 260-299 


745 


IPB001142 


Yeast membrane protein DUP 


IPB001142B 22.92 9.60e-09 290-335 


745 


IPB002867 


Cysteine-rich domain (C6HC) 


IPB002867C 19.46 9.76e-09 129-146 
PR00048B 5.52 1.00e-08 313-322 


746 


IPB001909 


TCRAB box 


IPB001909 17 37 8 65e-30 37-71 


746 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 6.00e-24 291-316 
IPB000822 14.67 9.18e-21 235-260 
IPB000822 14.67 1.75e-20 403-428 
IPB000822 14.67 8.50e-20 319-344 
IPB000822 14.67 7.92e-18 263-288 
IPB000822 14.67 9.31e-18 431-456 
IPB000822 14.67 9.36e-17 347-372 
IPB000822 14.67 3.40e-16 459-484 
TPR000S99 14 67 8 R0p-16 ^75-400 


746 


PR00048 


C2H2-type zinc finger signature I 


PR00048A 9.94 5.50e-15 456-469 
PR00048A 9 94 1 00e-14 344-357 
PR00048A 9.94 3.08e-14 260-273 
IPB000822 14.67 6.06e-14 515-540 
IPB000822 14.67 2.50e-13 487-512 
PR00048A 9.94 3.57e-13 372-385 
PR00048A 9.94 6.79e-13 288-301 
PR00048A 9.94 7.43e-13 484-497 
IPB000822 14.67 8.00e-13 207-232 


746 


IPB001275 


DM DNA binding domain 


IPB001275 19.17 8.00e-13 223-262 
PR00048A 9.94 3.12e-12 316-329 
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• 


PR00048B 5.52 7.00e-12 248-257 
IPB001275 19.17 7.58e-12 279-318 
PR00048A 9.94 8.41e-12 428-441 
IPB001275 19.17 5.76e-ll 251-290 
PR00048A 9.94 6.21e-ll 400-413 

PT?fl004SR 5 59 7 nO<=-1 1 41 fi-495 

PR00048B 5.52 1.00e-10 304-313 
TPB001275 19 17 1 49e-l 0 41 9-458 
IPB001275 19 17 4 41e-10 391-430 
IPB001275 19.17 5.50e-10 307-346 
PR00048A 9.94 7.14e-10 204-217 
PR00048A 9.94 7.14e-10 232-245 
PR00048A 9.94 1.38e-09 512-525 
IPB001275 19.17 1.46e-09 447-486 
IPB001275 19.17 3.39e-09 363-402 


746 


IPB001222 


TFIIS zinc ribbon domain 


IPB001222 24.63 8.35e-09 235-271 
IPB001275 19.17 9.09e-09 335-374 


746 


IPB001142 


Yeast membrane protein DUP 


IPB001142B 22.92 9.60e-09 365-410 


746 


IPB002867 


Cvsteine-rich domain (C6HCT) 


IPB002867C 19.46 9.76e-09 204-221 
PR00048B 5.52 1.00e-08 388-397 


747 


IPB000348 


emp24/gp25L/p24 family 


IPB000348B 26.69 5.33e-31 143-188 
IPB000348A 15.21 3.63e-12 78-96 


748 


IPB000560 


Histidine acid phosphatase 


IPB000560 17.02 1.00e-16 31-53 


749 


PR00405 


HIV Rev interacting protein 
signature II 


PR00405B 10.10 8.29e-19 558-575 
PR00405C 18 05 9 55e-19 579-600 
PR00405A 18.83 4.00e-18 539-558 


749 


IPB000906 


ZU5 domain 


IPB000906G 25.85 4.32e-12 827-875 
IPB000906D 23.89 7.43e-09 846-900 


751 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 7.00e-24 753-778 


751 


IPB001909 


KRAB box 


IPB001909 17.37 2.86e-21 344-378 
IPB000822 14.67 3.57e-17 695-720 
IPB000822 14 67 3 25e-14 605-630 
IPB000822 14.67 9.44e-14 781-806 
IPB000822 14.67 2.50e-13 723-748 


751 


PR00048 


(~*9 T-r9-tvnp 7inr fino'iPT' ^ipnatnrp 1 


PR00048A 9 94 3 37e-l 1 609-615 
PR00048A 9 94 4 3^e-l 1 778-791 
PR00048A 9.94 5.26e-ll 692-705 
IPB000822 14.67 6.14e-ll 633-658 
PR00048A 9.94 9.5 3 e- 11 750-763 
PR00048B 5.52 1.00e-10 766-775 
PR00048A 9.94 3.86e-10 720-733 


751 


IPB001580 


Calreticulin family 


IPB001580F2.93 1.00e-09 514-523 
PR00048A 9.94 6.25e-09 630-643 
PR00048B 5.52 6.50e-09 708-717 


751 


PRO 1073 


Presenilin 1 signature III 


PR01073C 1.45 6.62e-09 509-520 


751 


IPB001275 


DM DNA binding domain 


IPB001275 19.17 8.18e-09 769-808 


751 


IPB000135 


High mobility group proteins HMG1 
and HMG2 


IPB000135D 2.13 8.45e-09 507-531 


753 


IPB000483 


Leucine rich repeat C-terminal 
domain 


IPB000483 11.18 8.1 le-14 261-275 


753 


PR00364 


Disease resistance protein signature 
IV 


PR00364D 14.89 4.60e-09 103-119 


753 


PR00019 


Leucine-rich repeat signature II 


PR00019B 11.42 8.91e-09 154-167 


754 


IPB001599 


Alpha-2-macroglobulin family 


IPB001599L 18.66 7.84e-26 1244-1271 
IPB001599F 18.95 7.00e-24 785-814 
IPB001599H 18.42 6.40e-20 1019-1046 
IPB001599A 10.97 9.69e-18 123-141 
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IPB001599N 24.85 2.24e-14 1437-1469 


754 


IPB001134 


"Netrin, C-terminus" 

• 


IPB001134C 17.82 4.13e-13 1257-1271 
IPB001599M 13.29 4.71e-13 1384-1395 
IPB001599G 13.87 8.94e-13 987-996 
IPB001599B 7.45 4.89e-12 209-221 
IPB001599D 11.61 6.90e-12 728-738 
IPB001599J 20.99 3.00e-ll 1085-1110 
IPB001599I 10.83 7.60e-ll 1054-1063 
IPB001599K 8.15 1.46e-10 1214-1225 
IPB001599C 14.40 3.55e-09 236-252 
IPB001599E 1 1.06 9.77e-09 755-764 


755 


IPB002181 


Fibrinogen beta and gamma chains 
C-terminal globular domain 


IPB002181E 27.75 4.44e-21 344-376 
IPB002181D 29.18 5.14e-19 298-338 
IPB002181F 18.85 2.13e-14 398-421 
IPB002181C 15.87 5.78e-12 280-292 
IPB002181A 18.44 2.32e-10 244-260 


756 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 5.30e-ll 457-494 


756 


PR00014 


Fibronectin type III repeat signature 
IV 


PR00014D 15.12 5.26e-10 671-685 
IPB003006B 20.23 5.68e-10 174-21 1 
IPB003006B 20.23 5.68e-10 275-312 


756 


PR00406 


Cytochrome B5 reductase signature 
VI 


PR00406F 4.29 6.03e-09 140-148 


756 


IPB003866 


Isoflavone reductase 


IPB003866D 19.80 9.48e-09 454-506 


757 


IPB000483 


Leucine rich repeat C-terminal 
domain 


IPB000483 11.18 6.85e-13 240-254 


757 


PR00019 


Leucine-rich repeat signature I 


PR00019A 11.72 7.14e-ll 149-162 
PR00019B 11.42 8.00e-10 98-111 
PR00019B 1 1.42 7.55e-09 122-135 
PR00019B 11.42 8.09e-09 146-159 


757 


IPB002889 


WSC domain 


IPB002889B 1 1 .76 8.97e-09 599-645 


757 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 9.3 le-09 335-372 
IPB002889B 1 1 .76 9.44e-09 598-644 


758 


IPB000483 


Leucine rich repeat C-terminal 
domain 


IPB000483 11.18 6.85e-13 240-254 


758 


PR00019 


Leucine-rich repeat signature I 


PR00019A 11.72 7.14e-ll 149-162 
PR00019B 11.42 8.00e-l 0 98-111 
PR00019B 1 1.42 7.55e-09 122-135 
PR00019B 1 1.42 8.09e-09 146-159 


758 


IPB002889 


WSC domain 


IPB002889B 11.76 8.97e-09 603-649 


758 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 9.3 le-09 335-372 
IPB002889B 1 1 .76 9.44e-09 602-648 


759 


IPB000203 


GPS domain 


IPB000203A 18.40 9.25e-20 966-996 
IPB000203B 13.98 8.88e-15 1086-1107 


759 


IPB000832 


G-protein coupled receptors family 2 
(secretin-like) 


IPB000832C 19.53 9.46e-13 1086-1115 


759 


PR00249 


Secretin-like GPCR superfamily 
signature III 


PR00249C 15.44 1.73e-10 1088-1111 
IPB000832G 15.17 7.81e-09 1256-1281 


760 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 4.00e-24 277-302 
IPB000822 14.67 3.45e-21 361-386 
IPB000822 14.67 1.75e-20 193-218 
IPB000822 14.67 3.25e-19 109-134 
IPB000822 14.67 4.00e-19 389-414 
IPB000822 14.67 8.50e-19 165-190 
IPB000822 14.67 1.00e-18 249-274 
IPB000822 14.67 5.85e-18 305-330 
IPB000822 14.67 1.60e-16 137-162 | 
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IPB000822 14.67 3.40e-16 333-358 
IPB000822 14.67 5.50e-15 221-246 


760 


PR00048 


C2H2-tvoe zinc flneer signature I 


PR00048A 9.94 6.54e-14 330-343 


760 


IPB001275 


DM DNA binding domain 


IPB001275 19.17 6.55e-14 237-276 
IPB001275 19.17 8.05e-14 321-360 
IPB001275 19.17 8.20e-14 153-192 
IPB001275 19.17 2.14e-13 349-388 
IPB001275 19.17 4.57e-13 265-304 
PR00048A 9.94 4.86e-13 218-231 
PR00048A 9.94 4.86e-13 274-28 


760 


IPB002867 


Cysteine-rich domain (C6HC) 


IPB002867C 19.46 8.11e-09 274-291 
PR00048A 9.94 8.12e-09 358-371 


760 


IPB002634 


BolA-like protein 


IPB002634A 23.30 8.25e-09 298-332 


760 


PR00995 


36kDa capillovirus serine protease 
(S35) signature VI 


PR00995F 16.50 9.73e-09 311-329 


761 


PR00121 


Sodium/potassium-transporting 
ATPase signature IV 


PR00121D 16.73 7.12e-15 173-194 


761 


IPB001757 


E1-E2 ATPases 


IPB001757B 13.64 9.65e-13 588-617 
IPB001757A 14.16 4.18e-12 179-190 


761 


PR00119 


P-type cation-transporting ATPase 
super family signature II 


PR00119B 12.03 9.61e-12 180-194 


761 


IPB000150 


Cof protein 


IPB000150C 20.72 7.47e-09 595-627 


763 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 8.88e-09 172-197 


764 


IPB001310 


HIT (Histidine triad) family 


IPB001310A 18.76 3.25e-18 177-207 
IPB001310B 21.00 2.93e-12 241-267 


764 


PR00332 


Histidine triad family signature II 


PR00332B 14.02 6.26e-10 189-207 


767 


IPB000135 


High mobility group proteins HMG1 
and HMG2 


IPB000135D 2.13 4.52e-10 101-125 
IPB000135D 2.13 9.71e-10 103-127 
IPB000135D 2.13 9.90e-10 100-124 
IPB000135D 2.13 3.18e-09 104-128 
IPB000135D 2.13 9.55e-09 102-126 


768 


PR00074 


Protein-lysine 6-oxidase precursor 
signature V 


PR00074E 11.34 9.46e-14 327-347 
PR00074B 7.56 4.98e-12 260-284 


768 


IPB001695 


Lysyl oxidase 


IPB001695E 9.12 5.70e-12 244-285 


768 


PR00258 


Sneract receotor signature TV 


PR00258D 14 29 7 39e-12 94-108 
PR00258E 14.06 3.38e-ll 117-129 
PR00258A 13.56 1.54e- 10 29-45 
PR00074D 21.66 2.94e-10 305-326 
PR00258A 13.56 3.70e-10 139-155 
PR00258C 9.05 4.95e-10 177-187 
PR00258D 14.29 6.29e-10 210-224 
PR00258C 9.05 9.34e-10 63-73 
PR00258B 7.94 6.14e-09 48-59 
IPB001695F 11.10 6.87e-09 285-313 


771 


IPB001084 


Microtubule associated Tau protein 


IPB001084C 7.66 1.00e-08 105-122 


773 


IPB000374 


Phosphatidate cytidylyltransferase 


IPB000374B 15.86 2.06e-27 358-385 
IPB000374A 12.59 3.65e-16 254-266 


774 


PR00320 


G protein beta WD-40 repeat 
signature I 


PR00320A 13.15 7.95e-ll 190-204 
PR00320B 12.82 2.08e-10 190-204 
PR00320C 12.32 4.33e-09 190-204 


775 


IPB001422 


Neuromodulin (GAP-43) 


IPB001422C 16.82 1.95e-10 155-190 


775 


IPB001990 


Granins (chromogranin or 
secretogranin) 


IPB001990C 33.59 8.01e-10 150-197 


776 


IPB002549 


Domain of unknown function DUF20 


IPB002549B 19.59 9.27e-09 229-266 


778 


IPB002884 


Proprotein convertase P-domain 


IPB002884B 15.69 6.33e-09 114-131 


779 


IPB000361 


Hypothetical hesB/yadR/yfhF family 


IPB000361B 19.14 3.08e-19 119-150 
IPB000361A 17.83 2.71e-16 70-90 
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780 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 9.28e-10 131-168 


783 


IPB002223 


Pancreatic trypsin inhibitor (Kunitz) 
family 


IPB002223 17.66 3.88e-25 556-590 


783 


IPB000885 


Fibrillar collagen C-terminal domain 


IPB000885A 11.46 5.57e-19 13-50 


783 


IPBOO 1442 


C-terminal tandem repeated domain 
in type 4 procollagen 


IPB001442A 26.12 6.26e-19 6-58 
IPB001442A 26.12 4.44e-18 3-55 
IPB001442A 26.12 3.17e-17 185-237 
IPB001442A 26.12 3.60e-17 191-243 
IPB000885B 19.15 5.72e-17 2-55 
IPB000885B 19.15 6.29e-17 11-64 
IPB001442A 26.12 7.51e-17 12-64 
IPBOO 1442A 26.12 1.21e-16 197-249 
IPB000885B 19.15 2.19e-16 193-246 
IPB001442A 26.12 3.51e-16 9-61 
IPB000885A 11 46 5 06e-16 198-215 
IPB001442A 26.12 6.02e-16 188-240 
IPB000885B 19.15 7.83e-16 8-61 
IPB000885A 11.46 1.61e-15 19-56 
IPB000885B 19.15 3.65e-15 202-255 
IPB000885B 19.15 4.39e-15 184-237 
IPB000885B 19.15 4.49e-15 190-243 
IPB000885B 19.15 8.09e-15 17-70 
IPBOO 1442A 26.12 9.29e-15 182-234 
IPBOO 1442 A 26.12 9.80e-15 15-67 


783 


PR00453 


Von Willebrand factor type A 
domain signature I 


PR00453A 11.78 1.75e-14 265-282 
IPB000885A 11.46 2.29e-14 201-238 
IPB000885A 11.46 3.92e-14 210-247 
IPB000885B 19.15 6.76e-14 14-67 
IPB000885B 19.15 6.97e-14 187-240 
IPB000885A 11.46 7.08e-14 22-59 
IPBOO 1442A 26.12 7.65e-14 200-252 
IPB000885B 19.15 7.78e-14 5-58 
IPBOO 1442A 26.12 8.63e-14 203-255 
IPB000885A 1 1 46 9 77e-14 25-62 
IPB001442A 26.12 1.00e-13 194-246 
IPB000885A 11.46 1.44e-13 10-47 
IPB000885A 11.46 2.89e-13 195-232 
IPB001442B 12.38 4.67e-13 60-80 
IPB000885A 11.46 6.33e-13 207-244 
IPB000885B 19.15 7.07e-13 196-249 
IPB000885A 11 46 7 33e-13 16-53 
IPB000885B 19.15 7.46e-13 199-252 
IPB001442B 12.38 1.3 le- 12 22-42 


783 


IPBOO 1073 


Complement Clq protein 


IPBOO 1073 A 22.14 1.36e-12 56-90 
IPBOO 1073A 22.14 1.72e-12 203-237 
IPB001073A 22.14 2.80e-12 119-153 
IPB000885A 11.46 2.93e-12 7-44 
IPBOO 1442 A 26.12 5.05e-12 24-76 
IPB000885A 11.46 5.93e-12 213-250 
IPB000885A 11.46 6.04e-12 20 


783 


PR00759 


Basic protease (Kunitz-type) 
inhibitor family signature III 


PR00759C 12.43 6.28e-ll 575-590 
IPB001073A 22.14 7.00e-ll 59-93 
IPB000885A 11.46 7.57e-ll 28-65 
IPBOO 1073 A 22.14 8.17e-ll 142-176 
IPB001073A 22.14 8.33e-ll 50-84 
IPB001073A22.14 8.67e-ll 15-49 
IPB001442B 12.38 8.71e-ll 37-57 
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783 


IPB000817 


Prion protein 


IPB000817A 8.34 9.70e-10 132-174 
PR00759B 12.35 9.72e-10 565-575 
IPB001442A 26.12 9.92e-10 30-82 
IPB000885A 11.46 1.83e-09 189-226 
IPB001442B 12.38 1.97e-09 210-230 
IPB001073A22.14 2.27e-09 128-162 
IPB000885B 19.15 2.47e-09 


784 


IPB001541 


SUR2-type hydroxylase/desaturase 
catalytic domain 


IPB001541A 12.30 5.50e-ll 164-176 
IPB001541B 11.65 4.86e-09 251-260 


784 


IPB001369 


Purine and other phosphorylases 
family 2 


IPB001369A 12.23 8.71e-09 2-15 


J 785 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 4.96e-10 367-404 
IPB003006B 20.23 6.19e-09 1589-1626 


786 


PR00918 


Calicivirus non-structural polyprotein 
family signature I 


PR00918A 13.81 3.59e-12 27-47 


786 


IPB000135 


High mobility group proteins HMG1 
and HMG2 


IPB000135D 2.13 4.25e-12 186-210 
IPB000135D 2.13 9.24e-12 187-211 
IPB000135D 2.13 6.42e-ll 188-212 
IPB000135D 2.13 1.68e-10 185-209 


786 


IPB002078 


Sigma-54 factor interaction protein 
family 


IPB002078A 20.43 6.31e-10 33-67 


786 


PR00364 


Disease resistance protein signature I 


PR00364A 8.29 7.1 le-10 32-47 


786 


IPB000765 


GTP1/OBG family 


IPB000765 26.91 7.67e-10 31-74 


786 


IPB000897 


GTP-binding signal recognition 
particle (SRP54) domain 


IPB000897A 9.15 8.26e-10 393-412 


786 


IPB001580 


Calreticulin family 


IPB001580F 2.93 8.3 le-10 200-209 
IPB001580F 2.93 9.44e-10 201-210 


786 


IPB000623 


Shikimate ldnase 


IPB000623A 19.06 1.64e-09 394-423 


786 


IPB000619 


Guanylate kinase 


IPB000619A 18.08 1.86e-09 394-411 
IPB001580F2.93 1.90e-09 199-208 


786 


PR00094 


Adenylate kinase signature I 


PR00094A 9.62 2.43e-09 34-47 


786 


PR00830 


Endopeptidase La (Lon) serine 
protease (SI 6) signature I 


PR00830A 8.52 4.50e-09 37-56 


786 


IPB001482 


Bacterial type II secretion system 
protein E 


IPB001482B 12.05 4. 60e-09 390-412 
IPB000135D 2.13 4.73e-09 191-215 


786 


IPB000850 


Adenylate kinase 


IPB000850C 18.89 5.03e-09 149-179 
IPB000135D 2.13 6.00e-09 190-214 


788 


PR00452 


SH3 domain signature II 


PR00452B 11.47 6.03e-09 14-29 


789 


PR00452 


SH3 domain signature II 


PR00452B 11.47 6.03e-09 87-102 


790 


IPB001820 


Tissue inhibitors of 
metalloproteinases 


IPB001820C 11.81 1.56e-15 73-85 
IPB001820B 10.75 2.44e-14 54-64 
IPB001820D 16.18 9.10e-14 91-105 
IPB001820A 8.17 2.52e-ll 16-29 


791 


IPB001304 


C-type lectin domain 


IPB001304A 17.98 3.00e-17 149-173 


791 


PRO 1408 


Macrophage scavenger receptor 
signature VI 


PR01408F 9.76 4.87e-09 64-88 


792 


IPB002213 


UDP-glucoronosyl and UDP- 
glucosyl transferase 


IPB002213 27.73 3.37e-40 276-322 


794 


IPB000339 


ubiE/COQ5 methyltransferase family 


IPB000339D 24.04 6.07e-14 146-188 


794 


PR00508 


S21 class N4 adenine-specific DNA 
methyltransferase signature II 


PR00508B 17.31 3.88e-09 167-187 


1 794 


IPB000682 


Protein-L-isoaspartate(D-aspartate) 
O-methyltransferase 


IPB000682C 16.46 6.79e-09 68-92 


795 


PR00237 


Rhodopsin-like GPCR superfamily 
signature III 


PR00237C 14.77 1.30e-12 508-530 
PR00237B 12.45 8.62e-12 463-484 
PR00237D 9.76 3.37e-ll 544-565 


795 


IPB000276 


Rhodopsin-like GPCR superfamily 


IPB000276A 11.56 2.42e-10 522-533 
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795 


PR01157 


P2 purinoceptor signature IV 


PR01157D 16.03 2.98e-09 662-674 


795 


PR00173 


Glutamate-aspartate symporter 
signature VI 


PR00173F 10.23 9.45 e-09 705-724 
PR00237F 14.34 9.56e-09 645-669 


799 


PR01539 


Interleukin-1 receptor type II 
precursor signature IX 


PR01539I 14.65 9.06e-09 162-185 


802 


IPB000117 


Kappa casein 


IPB000117D 10.18 8.71e-09 506-540 


805 


IPB000171 


Bacterial-type phytoene 
dehydrogenase 


IPB000171E 7.19 8.20e-09 29-39 


806 


IPB001774 


Delta serrate ligand 


IPB001774D 19.23 5.91e-09 50-96 


806 


IPB000034 


Laminin B 


IPB000034C 12.97 7.31e-09 84-102 


806 


IPB000561 


EGF-like domain 


IPB000561 4.89 8.07e-09 84-92 


807 


IPB001774 


Delta serrate ligand 


IPB001774D 19.23 5.91e-09 50-96 


807 


IPB000034 


Laminin B 


IPB000034C 12.97 7.31e-09 84-102 


807 


IPB000561 


EGF-like domain 


IPB000561 4.89 8.07e-09 84-92 


808 


IPB001774 


Delta serrate ligand 


IPB001774D 19.23 5.91e-09 50-96 


808 


IPB000034 


Laminin B 


IPB000034C 12.97 7.31e-09 84-102 


808 


IPB000561 


EGF-like domain 


IPB000561 4.89 8.07e-09 84-92 


809 


PR00436 


Interleukin-8 signature I 


PR00436A 15.20 9.36e-10 14-37 


810 


IPB001187 


Tissue Factor (TF) 


IPB001187G 15.20 7.00e-10 40-76 


811 

V-/ X X 


IPB001039 


"Maior histocoirvnatibilitv comnlex 
protein, Class I" 


IPB001039B 27 55 8 79e-09 98-149 


812 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 8.71e-12 113-150 
IPB003006B 20.23 9.14e-12 406-443 
IPB003006B 20.23 1 00e-ll 213-250 


812 


PR01536 


Interleukin-1 receptor type I and type 
II family signature III 


PR01536C 19.92 9.23e-l 1 512-535 
IPB003006B 20.23 6.40e-10 19-56 
IPB003006B 20.23 9.64e-10 505-542 
IPB003006B 20.23 8.62e-09 311-348 
PR01536C 19.92 9.19e-09 120-143 


813 


IPB003006 


Immunoglobulin and major 

bistncomnatibilitv cnmnley domain 

A 1 A O L \J \s KJ All VJ CX L 1 L* 1 1 1 1 L )r WUIIIUI^A UW1 1 1 CI 111 


IPB003006B 20.23 8.71e-12 428-465 
IPB003006B 20 23 8 71e-12 1996-2033 
IPB003006B 20.23 9.14e-12 2289-2326 
IPB003006B 20.23 1.00e-ll 2096-2133 


813 


PR01536 


Interleukin-1 receptor type I and type 
II familv signature III 


PR01536C 19.92 9.10e-ll 1707-1730 
PR01536C 19 92 9 23e-l 1 2395-2418 
IPB003006B 20.23 4.60e-10 1700-1737 
IPB003006B 20.23 6.40e-10 1902-1939 
IPB003006B 20.23 8 92e-10 1603-1640 
IPB003006B 20.23 9.64e-10 2388-2425 
IPB003006B 20.23 3.42e-09 1506-1543 


813 


PRO 1076 


Caldesmon signature IV 


PR01076D 8.07 5.07e-09 1457-1478 
IPB003006B 20.23 7.58e-09 1799-1836 
IPB003006B 20.23 8.62e-09 2194-2231 
PR01536C 19.92 9. 19e-09 2003-2026 


813 


PRO 1472 


Intercellular adhesion 
molecule/vascular cell adhesion 
molecule- 1 signature I 


PR01472A 16.78 9.64e-09 1755-1771 


814 


IPB000483 


Leucine rich repeat C-terminal 
domain 


IPB000483 11.18 7.60e-16 219-233 


814 


IPB003006 


Immunogl obulin and maj or 
histocompatibility complex domain 


IPB003006B 20.23 8.71e-12 623-660 
IPB003006B 20.23 8.71e-12 2191-2228 
IPB003006B 20.23 9.14e-12 2484-2521 
IPB003006B 20.23 1.00e-ll 2291-2328 


814 


PR01536 


Interleukin-1 receptor type I and type 
II family signature III 


PR01536C 19.92 9.10e-ll 1902-1925 
PR01536C 19.92 9.23e-l 1 2590-2613 
IPB003006B 20.23 4.60e-10 1895-1932 
IPB003006B 20.23 6.40e-10 2097-2134 
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TPR001006R 20 21 R 99e-10 1798-1835 
IPB003006B 20.23 9.64e-10 2583-2620 
IPB003006B 20.23 3.42e-09 1701-1738 


814 


PRO 1076 


Caldesmon signature IV 


PR01076D 8.07 5.07e-09 1652-1673 
IPB003006B 20.23 7.58e-09 1994-2031 
IPB003006B 20.23 8.62e-09 2389-2426 
PR01 516C 1 9 92 9 1 9e-09 21 98-2221 


814 


PRO 1472 


Intercellular adhesion 
molecule/vascular cell adhesion 
molecule- 1 signature I 


PR01472A 16.78 9.64e-09 1950-1966 


816 


IPB000074 


Apolipoprotein A1/A4/E 


IPB000074B 29.17 7.49e-10 117-170 

IPB000074B 29.17 8.75e-10 95-148 
TPRnnnn7,4R 9Q 1 i o 9(V_1 o 69- 1 1 s 

TPR000074P 99 91 9 6?p-09 90-197 

IPB000074C 22.23 4.35e-09 112-149 
IPB000074B 29.17 8.48e-09 201-254 


817 


IPB000074 


Apolipoprotein A1/A4/E 


IPB000074B 29.17 7.49e-10 117-170 
IPB000074B 29.17 8.75e-10 95-148 
TPR000074R 99 1 7 9 90e-1 0 69-1 1 5 

IPB000074C 22.23 2.62e-09 90-127 
IPB000074C 22.23 4.35e-09 112-149 
IPB000074B 29. 17 8.48e-09 201-254 


o Ly 


TPR001 91 1 




TPR001 21 IB 17 16 1 12e-3l 44-71 


819 


PR00389 


Phospholipase A2 signature III 


PR00389C 17.85 2.50e-20 56-74 
PR00389B 10.67 6.91e-16 37-55 
TPR00191 1T1 1 1 66 5 50e-14 104-1 19 

PR00389E 13.06 8.20e-14 104-120 
IPB001211C 14.62 1.56e-ll 79-97 


821 


IPB001354 


Mandelate racernase/muconate 
lactonizing enzyme family 


IPB001354C 32.55 1.00e-24 210-251 
IPB001354D 32.92 2.07e-18 281-326 
IPB001354B 18.16 3.91e-18 87-113 
IPB001354E 9.47 6.23e-09 370-382 


822 


IPB002164 


Nucleosome assembly protein (NAP) 


IPB002164B 25.75 1.00e-36 102-138 
IPB002164A 24.21 6.40e-34 21-58 
IPB002164C 11.48 6.68e-21 151-170 




IrD'JUU 1 dD 


riign moDiiuy group proteins rxivio i 
and HMG2 


TPROOni 15T1 9 1 1 *\ 97p 1 1 9RS-10Q 
IrDUUUljjU Z. 1 j j.Z/c-lJ ZOJ-JU7 

IPB000135D 2.13 1.41e-ll 286-310 
IPB000135D 2.13 1.82e-ll 283-307 
IPB000135D 2.13 3.76e-ll 289-313 
IPB000135D 2.13 3.97e-ll 287-311 
IPB000135D 2.13 4.27e-ll 288-312 

TPR009164D 9 19 7 6*?f»-1 1 919-949 

IPB000135D 2.13 1.68e-10 282-306 
TPR0001 15D 9 114 01e-1 0 281-105 

IPB000135D 2.13 4.91e-10 284-308 


822 


IPB001580 


Calreticulin family 


IPB001580F 2.93 2.35e-09 300-309 
IPB000135D 2.13 2.64e-09 280-304 
IPB000135D 2.13 6.27e-09 291-315 
TPB000135D 2 13 7 27e-09 292-316 
IPB000135D 2.13 7.55e-09 279-303 
IPB000135D 2.13 8.91e-09 290-314 


822 


IPB001326 


Elongation factor 1 beta/betaVdelta 
chain 


IPB001326C 9.19 9.16e-09 286-301 


823 


IPB000222 

i 


Protein phosphatase 2C subfamily 


IPB000222F 19.87 4.94e-15 256-276 
IPB000222E 14.28 6.33e-15 228-246 
IPB000222G 9.17 1.95e-12 282-295 
IPB000222C 6.84 2.08e-12 147-156 
IPB000222H 9.33 7.97e-12 318-330 
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IPB000222B 15.80 2.86e-10 115-125 
IPB000222D 11.74 2.74e-09 186-203 
IPB000222I 8.91 4.72e-09 379-388 


824 


IPB001007 


"von Willebrand factor, type C 
repeat" 


IPB001007B 10.03 1.00e-08 183-192 


825 


PR00245 


Olfactory receptor signature III 


PR00245C 14.65 9.53e-17 59-75 


825 


IPB000276 


Rhodopsin-like GPCR superfamily 


IPB000276A 11.56 9.25e-14 1-12 
PR00245D 9.34 1.53e-13 119-128 
PR00245E 8.96 6.81e-12 166-177 
PR00245B 13.73 1.00e-10 12-24 
IPB000276D 9.40 3.08e-09 165-181 


825 


PR00237 


Rhodopsin-like GPCR superfamily 
signature V 


PR00237E 13.03 3.83e-09 82-105 
PR00237G 19.23 1.00e-08 155-181 


826 


PR00245 


Olfactory receptor signature III 


PR00245C 14.65 9.53e-17 173-189 


826 


IPB000276 


Rhodoosin-like GPCR sutjerfamilv 


IPB000276A 11 56 9 25e-14 117-128 
PR00245D 9.34 1.53e-13 233-242 
PR00245E 8.96 6.81e-12 280-291 
PR00245A 10.98 7.14e-12 91-102 
PR00245B 13.73 8.14e-10 128-140 


826 


PR00237 


Rliodopsin-like GPCR superfamily 
signature III 


PR00237C 14.77 2.02e-09 103-125 
IPB000276D 9.40 3.08e-09 279-295 
PR00237E 13.03 3.83e-09 196-219 


826 


PR00534 


Melanocortin receptor family 
signature I 


PR00534A 12.77 5.17e-09 50-62 


826 


PR00896 


Vasopressin receptor signature II 


PR00896B 9.36 7.23e-09 54-65 
PR00237G 19.23 1.00e-08 269-295 


827 


IPB001169 


"Integrin beta, C-terminus" 


IPB001 169J 7.42 4.63e-10 40-53 


827 


PRO 1186 


Integrin beta subunit signature XI 


PR01 186K 7.39 7.27e-10 40-53 
IPB001169K 27.45 5.50e-09 42-84 
PR01 186K 7.39 9.75e-09 6-19 


828 


IPB000198 


RhoGAP domain 


IPB000198C 16.49 1.28e-10 226-243 


829 


IPB000859 


CUB domain 


IPB000859 19.99 7.00e-23 10-45 


830 


IPB000859 


CUB domain 


IPB000859 19.99 7.00e-23 10-45 


831 


PR00193 


Myosin heavy chain signature III 


PR00193C 11.66 9.77e-24 177-204 


831 


IPB000857 


Core domain in kinesin and myosin 
motors 


IPB000857C 10.82 4.84e-19 175-197 
PR00193B 12.36 6.81e-18 125-150 
IPB000857D 12.93 8.28e-18 204-242 
PR00193A 14.87 8.50e-12 65-84 
IPB000857A 15.90 5.58e-ll 42-95 
IPB000857B 11.35 1.00e-10 106-152 


831 


PR00364 


Disease resistance protein signature I 


PR00364A 8.29 4.86e-09 127-142 


832 


PR00193 


Mvosin heavv chain signature III 

-L V T AAA XA^B*W4- T J VA AMiAAA 9mJA ht«*A M V WW-JL A ^ 


PR00193C 11.66 9.77e-24 177-204 


832 


IPB000857 


Core domain in kinesin and myosin 
motors 


IPB000857C 10.82 4 ; 84e-19 175-197 
PR00193B 12 36 6 81e-18 125-150 
IPB000857D 12.93 8.28e-18 204-242 
IPB000857E 25.07 1.47e-12 288-341 
PR00193A 14.87 8.50e-12 65-84 
IPB000857A 15.90 5.58e-ll 42-95 
IPB000857B 11.35 1.00e-10 106-152 


832 


PR00364 


Disease resistance protein signature I 


PR00364A 8.29 4.86e-09 127-142 
IPB000857F 15.97 6.50e-09 365-397 


834 


IPB002350 


Kazal-type serine protease inhibitor 
family 


IPB002350 31.78 2.86e-18 143-183 


834 


IPB000716 


Thyroglobulin type-1 repeat 


IPB000716C 17.62 2.88e-18 336-354 
IPB000716D 15.49 7.16e-15 358-372 


834 


IPB001999 


Osteonectin domain 


IPB001999E 15.70 7.99e-ll 272-318 


835 


IPB001323 


Erythropoietin/thrombopoeitin 


IPB001323A 17.37 8.31e-10 515-547 
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835 


PR00251 


Bacterial opsin signature I 


PR00251A 13.93 9.75e-10 515-534 


835 


PR00807 


Pollen allergen Amb family signature 
I 


PR00807A 16.15 7.41e-09 459-476 


836 


IPB001323 


Erythropoietin/thrombopoeitin 


IPB001323A 17.37 8.31e-10 515-547 


836 


PR00251 


Bacterial opsin signature I 


PR00251A 13.93 9.75e-10 515-534 


836 


PR00807 


Pollen allergen Amb family signature 
I 


PR00807A 16.15 7.41e-09 459-476 


838 


IPB000483 


Leucine rich repeat C-terminal 
domain 


IPB000483 11.18 5.50e-13 359-373 


838 


PR00019 


Leucine-rich repeat signature I 


PR00019A 11.72 9.33e-10 278-291 
PR00019A 11.72 9.33e-10 327-340 
PR00019B 11.42 6.73e-09 179-192 
PR00019A 11.72 7.27e-09 182-195 


840 


IPB000243 


Proteasome B-type subunit 


IPB000243C 13.61 8.80e-09 345-355 


841 


IPB002889 


WSC domain 


IPB002889B 11.76 9.36e-ll 527-573 


841 


PRO 12 17 


Proline rich extensin signature V 

X A VllilV A A y»S A. A Vik l VI J. W AAA A ^^A A ■» W»A T 


PR01217E 3.04 2.99e-10 534-550 
PR01217B 4.82 5.65e-10 533-549 
PR01217D 4.57 7.86e-10 529-550 


841 


IPB000906 


ZU5 domain 


IPB000906A 22.49 8.91e-10 158-200 
PR01217C 4.49 4.80e-09 538-550 
IPB000906E 22.11 4.83e-09 162-202 
PR01217G 4.02 5.03e-09 529-554 


841 


PR01415 


Ankyrin repeat signature II 


PR01415B 10.23 5.88e-09 177-189 
PR01415A 12.73 8.00e-09 165-177 
PR01415A 12.73 8.75e-09 131-143 


841 


IPB000925 


Pneumovirus attachment 
glycoprotein G 


IPB000925D 14.69 9.33e-09 404-426 
PR01217A 5.97 9.62e-09 539-551 


842 


IPB000416 


Outer Capsid protein VP4 
(Hemagglutinin) 


IPB000416P 15.37 7.40e-09 185-223 


843 


IPB000416 


Outer Capsid protein VP4 
(Hemagglutinin) 


IPB000416P 15.37 7.00e-09 185-223 


844 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006A 17.51 7.11e-09 354-376 


845 


IPB000998 


MAM domain 


IPB000998C 18.63 1.95e-12 833-848 
IPB000998B 17.20 1.62e-ll 761-773 


845 


PR00020 


MAM domain signature I 


PR00020A 20.48 3.62e-ll 759-777 
PR00020C 12.01 8.12e-10 832-843 
IPB000998D 18.66 9.61e-10 898-921 


845 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006A 17.51 7.11e-09 354-376 


845 


PR00096 


Glutamine amidotransferase 
superfamily signature III 


PR00096C 15.85 9.28e-09 534-547 


846 


IPB003160 


p53-associated protein (MDM2) 


IPB003160A 14.23 8.01e-09 82-129 


847 


IPB002642 


Lysophospholipase catalytic domain 


IPB002642B 11.84 4.38e-15 1134-1158 
IPB002642A 18.37 1.69e-13 1106-1131 


847 


PR00360 


C2 domain signature II 


PR00360B 11.64 8.67e-12 839-852 
IPB002642G 34.11 6.72e-10 1429-1477 


847 


IPB000008 


C2 domain 


IPB000008C 23.37 2.44e-09 812-851 


848 


IPB002642 


Lysophospholipase catalytic domain 


IPB002642B 11.84 4.38e-15 383-407 
IPB002642A 18.37 1.69e-13 355-380 


848 


PR00360 


C2 domain signature II 


PR00360B 11.64 8.67e-12 88-101 
IPB002642G 34.11 6.72e-10 678-726 
IPB002642E 18.19 6.91e-10 509-534 


848 


IPB000008 


C2 domain 


IPB000008C 23.37 2.44e-09 61-100 


851 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 1.43e-13 203-240 


851 


IPB003531 


Short hematopoietin receptor family 


IPB003531C 15.87 9.38e-ll 449-466 
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1 


IPB003006B 20.23 6.54e-09 81-118 


852 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 1.43e-13 199-236 


852 


IPB003531 


Short hematopoietin receptor family 
1 


IPB003531C 15.87 9.38e-ll 445-462 
IPB003006B 20.23 6.54e-09 77-114 


854 


IPB000008 


C2 domain 


IPB000008C 23.37 7.94e-25 306-345 
IPB000008C 23.37 1.17e-16 173-212 


854 


PR00360 


C2 domain signature II 


PR00360B 11.64 8.20e-14 200-213 
PR00360A 15.18 1.60e-13 304-316 


854 


PR00399 


Synaptotagmin signature II 


PR00399B 14.30 1.69e-12 291-304 

IPB000008D 14.83 3.86e-ll 361-379 

PR00399A 15.05 6.40e-ll 145-160 
PR00360A 15.18 8.36e-ll 173-185 
PR00399C 15.89 4.98e~10 348-363 
PROO^QQD 12 72 6 ^68-^78 

JL JA.UU J ZsZZxJ l Xs. 1 U.JJC IV/ J \J O wJ / 0 

IPB000008C 23 37 9 76e-10 175-214 
PR00399B 14.30 6.57e-09 160-173 
PR00399A 15 05 8 65e-09 276-291 


854 


IPB002618 


UTP— glucose- l-ohosohate 
uridylyltransferase 


IPB002618D 29 24 9 88e-09 182-224 

jlx. ju^ w x^ V-/ x vj 1 jw *w ■ xw 1 »y « ^ W JL \*J XW xwxw 1 


855 


IPB002870 


Reprolvsin family DroDeotide 


IPB002870B 24 73 3 78e-14 141-179 

X.X. In ■* W V X^rf V — / t %_/ -1 — ^ • ^ fa/ • 1 » — ' V-' X 1 X IX X / ^ 

IPB002870E 11.90 4.67e-14 391-403 
IPB002870F 18.81 7.00e-13 432-456 
IPB002870D 16.31 6.62e-12 360-375 


855 


IPB001762 


Disintegrin 


IPB00 1762 A 23.93 1.40e-ll 336-376 


855 


IPB000130 


"Neutral zinc metallooeDtidases, 
zinc-binding region" 


IPB000130 5 86 5 15e-ll 389-399 


855 


PR00480 


Astacin family signature II 


PR00480B 14 35 4 54e-10 384-402 


855 


PR01303 


Plasmodium circumsoorozoite 
protein signature IV 


PR01303D 10 57 4 71e-10 953-970 
PR01303D 10.57 2.75e-09 833-850 


855 


IPB001670 


Iron-containing alcohol 
dehydrogenase 


IPB001670D 13.90 5.50e-09 157-172 
IPB002870C 11.01 5.68e-09 317-327 
PR01303D 10.57 6.38e-09 552-569 


855 


IPB001862 


Membrane attack complex 
components/perforin/complement C9 


IPB001862A 12.54 6.66e-09 540-555 


856 


IPB003952 


Fumarate reductase / succinate 
dehydrogenase FAD-binding site 


IPB003952A 6.70 S.00e-09 14-28 


857 


PR00833 


Pollen allergen Poa pi signature VIII 


PR00833H 2.61 4.11e-09 58-72 


857 


IPB002989 


Mycobacterial pentapeptide repeats 


IPB002989C 13.82 8.67e-09 48-87 


858 

\J +J w 


PR00833 


Pollen allprfr^n Pna nT tnpnatnrp \/TTT 

X Ullvll CXL±\sL JL MX OlgLlClXLH. V*< V 1.1. J- 


PR00833H 2 61 4 1 le-OQ 51-fiS 


859 


IPB001442 


C-terminal tandem repeated domain 
in tvne 4 'nrnnnllflO'pn 


IPB001442A 26.12 8.26e-26 254-306 


859 


IPB000885 


Fibrillar collagen C-terminal domain 


IPB000885B 19.15 6.77e-24 265-318 
IPB000885B 19.15 9.30e-24 247-300 
IPB000885B 19.15 1.42e-23 244-297 
IPB001442A 26.12 5.96e-23 257-309 
IPB001442A 26.12 8.83e-23 266-318 
IPB001442A 26.12 8.96e-23 239-291 
IPB000885B 19.15 9.45 


859 


PR01408 


Macrophage scavenger receptor 
signature VIII 


PR01408H 14.32 5.76e-16 227-246 


859 


PR00258 


Speract receptor signature I 


PR00258A 13.56 6.32e-16 333-349 
IPB001442A 26.12 8.12e-16 272-324 
IPB000885A 11.46 4.16e-15 255-292 
IPB000885B 19.15 5.76e-15 274-327 
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IPB000885A 11.46 5.86e-15 270-307 
IPB001442A 26.12 7.88e-15 230-282 
IPB000885A 11.46 2.87e-14 276-313 
IPB000885B 19.15 3.43e-14 229-282 
IPB000885B 19.15 4.13e-14 277-330 

IPB000885A 11.46 7.78e-14 285-322 
IPB000885B 19.15 7.88e-14 280-333 


859 


IPB001073 


Complement Clq protein 


IPB001073A 22.14 8.40e-14 263-297 
IPB000885B 19.15 5.21e-13 226-279 
IPB001073A 22.14 5.79e-13 269-303 
PR00258B 7.94 8.42e-13 352-363 
IPB001442B 12.38 9.00e-13 270-290 
IPB001442A 26.12 9.16e-13 227-279 
IPB001073A 22.14 1.54e-l 


859 


IPB000817 


Prion protein 


IPB000817A 8.34 5.85e-10 244-286 
IPB001073A 22.14 6.80e-10 287-321 
IPB000817A 8.34 8.22e-10 247-289 
IPB001442B 12.38 8.46e-10 246-266 
IPB000885A 11.46 9.32e-10 234-271 
IPB001442A 26.12 9.42e-10 284-336 
IPB000S85A 11.46 9.61e-10 288-325 
IPB001442B 12.38 1.24e-09 264-284 

TPROni449 A 9£ 19 1 fXo HQ 991 97^ 
lJrJ3UU JL44Z/Y ZO.IZ l.OJC-Uy ZZl-Z/j 

IPB001073A 22.14 2.83e-09 251-285 

TPROOI 07^ A 99 14 1 S^<=> HQ 9S/t ^18 

IPB001442B 12.38 4.65e-09 291-311 
IPB001442B 12.38 4.77e-09 249-269 
IPB001073A 22.14 5.64e-09 278-312 
IPB000885A 11.46 5.87e-09 291-328 
IPB001442B 12.38 6.11e-09 273-293 
IPB001442B 12.38 6.84e-09 294-314 

TPR00107^A 99 1A 7 filp-OQ 9^0-97^ 


860 


IPB001442 


C-terminal tandem repeated domain 

in tvnp A nropnlla cripn 


IPB001442A 26.12 8.26e-26 314-366 


860 


IPB000885 


Fibrillar collagen C-terminal domain 


IPB000885B 19.15 4.52e-24 307-360 
IPB000885B 19.15 6.77e-24 325-378 
IPB000885B 19.15 1.69e-23 304-357 
IPB001442A 26.12 5.96e-23 317-369 
IPB001442A 26.12 6.35e-23 299-351 
IPB001442A 26.12 8.83e-23 326-378 
IPB000885B 19.15 1.26 


860 


PR01408 


Macrophage scavenger receptor 
signature VIII 


PR01408H 14.32 5.76e-16 287-306 


860 


PR00258 


Speract receptor signature I 


PR00258A 13.56 6.32e-16 393-409 
IPB001442A 26.12 8.12e-16 332-384 

JLtJdUUUooDA 1 1 .40 4. loe-13 jLD-d2>Z 

IPB000885B 19.15 5.76e-15 334-387 
IPB000885A 11 46 5 86e-15 330-367 
IPB000885B 19.15 7.35e-15 289-342 
IPB001442A 26.12 7.88e-15 290-342 
IPB000885A 11.46 2.87e-14 336-373 
IPB000885B 19.15 4.13e-14 337-390 
IPB000885A 11.46 5.91e-14 303-340 
IPB000885A 11.46 7.78e-14 345-382 
IPB000885B 19.15 7.88e-14 340-393 


860 


IPB001073 


Complement Clq protein 


IPB001073A 22.14 8.40e-14 323-357 
IPB000885B 19.15 5.70e-13 286-339 
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IPB001073A 22.14 5.79e-13 329-363 
IPB001442A 26.12 7.28e-13 287-339 
PR00258B 7.94 8.42e-13 412-423 
IPB001442B 12.38 9.00e-13 330-350 
IPB001073A 22.14 1.54e-l 


860 


IPB000817 


Prion protein 


IPB000817A 8.34 5.65e-10 304-346 
IPB001073A 22.14 6.03e-10 311-345 
IPB001073A 22.14 6.80e-10 347-381 
PR00258C 9.05 7.15e-10 427-437 
PR00258D 14.29 8.06e-10 458-472 
IPB000817A 8.34 8.42e-10 307-349 
IPB001442A 26.12 9.42e-10 344-396 
IPB000885A 11.46 9.61e-10 348-385 
IPB001073A 22.14 9.69e-10 299-333 
IPB000885B 19.15 9.83e-10 283-336 
IPB000885A 11.46 9.90e-10 294-331 
IPB001442B 12.38 1.24e-09 324-344 
IPB001442A 26.12 2.41e-09 281-333 
IPB001442B 12.38 2.70e-09 309-329 
IPB001073A 22.14 3.53e-09 344-378 
IPB001442B 12.38 4.65e-09 351-371 
IPB001073A 22.14 5.64e-09 338-372 
IPB000885A 11.46 5.87e-09 351-388 
IPB001442B 12.38 6.11e-09 333-353 
IPB001442B 12.38 6.84e-09 354-374 
PR01408B 9.21 9.84e-09 58-83 


862 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 8.20e-22 222-247 
IPB000822 14.67 5.09e-21 306-331 
IPB000822 14.67 5.50e-20 474-499 
IPB000822 14.67 7.00e-20 446-471 
IPB000822 14.67 3.25e-19 390-415 
IPB000822 14.67 4.00e-19 194-219 
IPB000822 14.67 7.00e-19 278-303 
1PB000822 14.67 4.46e-18 362-387 
IPB000822 14.67 6.14e-17 250-275 
IPB000822 14.67 3.40e-16 418-443 
IPB000822 14.67 4.00e-16 334-359 


862 


PR00048 


C2H2-type zinc finger signature I 


PR00048A 9.94 5.85e-14 415-428 
PR00048A 9.94 8.07e-13 219-232 
PR00048A 9.94 3.12e-12 387-400 
PR00048A 9.94 4.71e-12 247-260 
PR00048A 9.94 4.71e-12 331-344 
PR00048B 5.52 7.00e-12 487-496 


862 


IPB001275 


DM DNA binding domain 

i 


IPB001275 19.17 7.04e- 12 266-305 
PR00048A 9.94 7.88e-12 499-512 
PR00048A 9.94 L95e-ll 471-484 
PR00048A 9.94 4.32e-ll 443-456 
PR00048B 5.52 5.50e-ll 319-328 

PPAAAzlQA Q OA 1 AHo 1A 1Q1 OClA 

IPB001275 19.17 1.36e-10 294-333 
IPB001275 19.17 1.49e-10 350-389 
PR00048A 9.94 5.09e-10 303-316 
IPB001275 19.17 5.14e-10 378-417 


862 


IPB002817 


ThiC family 


IPB002817H 11.39 5.42e-10 217-232 
PR00048A 9.94 5.91e-10 359-372 
IPB001275 19.17 8.18e-10 182-221 
IPB001275 19.17 9.15e-10 322-361 
PR00048B 5.52 9.36e-10 375-384 
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IPB001275 19.17 9.39e-10 210-249 
IPB001275 19.17 9.39e-10 238-277 
PR00048B 5.52 2.00e-09 207-216 
IPB000822 14.67 2.13e-09 502-527 
PR00048B 5.52 2.50e-09 459-468 
IPB001275 19.17 2.71e-09 462-501 

PR00048B *5 1 OOp-HQ 401-41? 

X JXuuu'tOJJ J.Jii O .\J\JC~\jy t -r\JJ~'-r xJ- 

TPR001275 19 17 1 62e-09 406-445 
PR00048A 9 94 4 38e-09 275-288 


862 


IPB000306 


"FYVE Zn-finger, 
rabDhilin/VPS27/FABl tvoe" 

X ML/v/lllllllx T -X l^irf / / X. X X. 1 X, l* T 1^ W 


IPB000306 8.96 4.71e-09 218-230 
PR00048B 5.52 5 50e-09 291-300 
IPB000306 8.96 5.76e-09 498-510 
IPB000306 8 96 6 03e-09 302-314 
PR00048B 5.52 7.00e-09 235-244 
IPB002817H 11.39 7.34e-09 301-316 
IPB001275 19.17 8.18e-09 434-473 


862 


IPB002634 


BolA-like protein 


IPB002634A 23.30 8.62e-09 243-277 


864 


IPB000571 


Zinc finger Ox8-C-x5-C-x3-H type 


IPB000571 11.41 6.54e- 10 66-76 


864 


PR01218 


Pistil-snecific extensin-like signature 

II 


PR01218B 8 47 9 12e-09 140-163 


865 


PR00320 


G protein beta WD-40 repeat 
signature If 


PR00320B 12.82 5.68e-10 225-239 
PR00320A 13 15 7 48e-10 225-239 


865 


IPB001680 


G-nrotein beta WD-40 reneats 


IPB001680 10 43 4 15e-09 227-238 

XX XV V/ 7 >-» X V \-J V X V a 1 ' T « X \_/ ^ Xw JW / XW«~/ V-/ 

PR00320C 12.32 9.67e-09 225-239 


867 


IPB000954 


Aminotransferase class-Ii [ ovridoxal- 
phosphate 


IPB000954B 21 02 9 25e-25 291-330 

X X * \jr V 1 ' " XW X « \_" Xrf t Xv w' W XW w XW ^' X a*jr fc.' \_. 

IPB000954A 20.25 7.12e-18 98-127 
IPB000954D 13.61 5.74e-17 377-395 
IPB000954C 12.88 9.44e-14 340-355 


868 


IPB000954 


Aminotransferase class-III pyridoxal- 
phosphate 


IPB000954B 21.02 9.25e-25 188-227 
IPB000954D 13.61 5.74e-17 274-292 
IPB000954C 12.88 9.44e-14 237-252 


869 


IPB001254 


"Serine proteases, trypsin family" 


IPB001254C 16.54 2.50e-17 270-289 


869 


IPB000177 


Annie domain 


IPB000177O 14 39 1 lle-15 267-295 
IPB001254A 9.98 6.14e-15 88-104 


869 


PR00722 

i 1VV V 7 / ,Xw jw 


(Th vmotrvn^iii ^pHtip nrntpa^p familv 

^/XXJf Lil\J(yX J ^J£3XXX piUt^MO^ XCXXXXXXy 

(SI ) signature Iff 

\ ■^j- X / UIIbiL X 6*4 "W^ X. X. X. 


PR007^2C 10 74 3 08e-14 236-248 
PR00722A 12 06 4 Me-14 89-104 
IPB001254B 15.01 7.14e-14 237-260 


869 


IPB000001 


Kringle 


IPB000001D 11.31 7.56e-12 88-104 
IPB000001H 12.24 2.50e-ll 239-249 
IPB000177N 10.17 3.23e-ll 229-263 
IPB000177K 13.19 2.57e-10 90-122 
PR00722B 12.69 6.85e-10 145-159 


873 


IPB001862 


Membrane attack complex 
components/perforin/complement C9 


IPB001S62F 29.39 6.19e-15 343-390 


873 


PR00010 


Type II EGF-like signature I 


PR00010A 12.91 4.94e-13 46-57 


873 


IPB000152 


Aspartic acid and asparagine 
hydroxylation site 


IPB000152 8.86 7.55e-13 541-556 
IPB001862F 29.39 8.07e-13 553-600 
IPB001862F 29 39 9 14e-13 515-562 
IPB001862F 29.39 3.07e-12 35-82 
IPB001862F 29.39 3.79e-12 73-120 
IPB001862F 29.39 4.10e-12 304-351 
IPB000152 8.86 6.04e-12 61-76 
IPB001862F 29.39 8.45e-12 477-524 
IPB001862F 29.39 8.45e-12 1031-1078 
IPB000152 8.86 3.89e-ll 137-152 
IPB001862F 29.39 4.00e-ll 153-200 
IPB000152 8.86 4.86e-ll 179-194 
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IPB001862F 29 39 6 70e-1 1 381-428 
PR00010C 6.98 7 38e-ll 374-384 


873 


IPB001881 


Calcium-binding EGF-like domain 


IPB001881B 12.28 7.63e-ll 137-148 
PR00010C 6.98 9.25e-ll 66-76 
IPB001862F 29.39 9.50e-ll 265-312 
PR00010A 12.91 l.OOe- 10 564-575 
IPB000152 8.86 1.84e-10 369-384 
PR00010A 12.91 2.38e-10 354-365 
IPB001862F 29.39 2.63e-10 111-158 
PR00010A 12 91 2 73e-l 0 488-499 


873 


PR00764 


Complement C9 signature VI 


PR00764F 15.74 2.92e-10 170-190 


873 


IPB000033 


"Low-density lipoprotein (ldl) 
receptor, YWTD repeat" 


IPB000033B 7.05 3.03e-10 374-384 
PR00764F 15.74 3.16e-10 52-72 
PR00764F 15.74 3.52e-10 321-341 
PR00010C 6.98 3.90e-10 546-556 
IPB001881B 12.28 4.00e-10 541-552 
IPB000152 8.86 4.66e-10 503-518 
IPB001881A 8.72 4.86e-10 280-289 
PR00010A 12.91 5.50e-10 122-133 


873 


IPB002899 


EB module 


IPB002899B 11.81 5.59e-10 243-255 
IPB000152 8.86 6.06e-10 407-422 
IPB000033B 7.05 6.23e-10 296-306 
IPB000152 8.86 6.63e-10 291-306 
IPB001881A 8.72 7.43e-10 319-328 
IPB001881A 8.72 7.43e-10 530-539 
TPR001 RR1 A R 7? R 07p- 1 0 1 96-1 ^ 

IPB001881B 12.28 8.29e- 10 255-266 
IPB000152 8.86 8.31e-10 23-38 
PR00764F 1 5 74 8 44e-1 0 ^60-^RO 
PR00764F 15 74 8 44e-10 570-590 
IPB001881A 8.72 9.36e-10 168-177 
PR00764F 15.74 9.52e-10 398-418 
IPB000152 8 86 9 72e-10 255-270 
PR00010C 6.98 1.00e-09 296-306 
IPB001881A 8.72 2.20e-09 1046-1055 


873 


PR0G011 


Type III EGF-like signature II 


PR00011B 13.08 2.23e-09 63-81 
IPB001881B 12.28 2.57e-09 179-190 
IPB001881A 8 72 2 80e-09 358-367 


873 


IPB003884 


Factor I membrane attack complex 


IPB003884C 13.00 2.83e-09 572-590 


873 


IPB000561 


EGF-like domain 


IPB000561 4.89 2.93e-09 626-634 
PR00010C 6 98 3 63e-09 28-38 
IPB000561 4.89 4.21e-09 378-386 


873 


IPB000359 


Cystine-knot domain 


IPB000359A 23.24 4.33e-09 70-94 
IPB000561 4.89 4.86e-09 108-116 
IPB000359A 23.24 4.91e-09 108-132 
PR00010C6.98 6.05e-09 184-194 
IPB001881 A 8 72 6 40e-09 50-59 


873 


IPB000034 


Laminin B 


IPB000034C 12.97 6.49e-09 70-88 
PR00010A 12.91 7.27e-09 164-175 
PR00010A 12.91 7.27e-09 315-326 


873 


IPB001886 


Laminin N-terminal (Domain VI) 


IPB001886C 24.54 7.40e-09 300-339 
IPB000561 4.89 7.43e-09 223-231 
IPB000561 4.89 7.43e-09 550-558 
PR00011D 12.12 7.81e-09 371-389 
IPB000152 8.86 8.11e-09 330-345 
IPB000359A 23.24 8.24e-09 512-536 


873 


IPB000006 


"Vertebrate metallothionein, family 
1" 


IPB000006 13.41 8.62e-09 75-120 
PR00010C 6.98 8.68e-09 412-422 
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PR00764F 15.74 9.20e-09 282-302 
IPB000033B 7.05 9.29e-09 546-556 
IPB001862F 29.39 9.36e-09 591-638 
IPB001881A 8.72 9.40e-09 568-577 
PR00764F 15.74 9.43e-09 532-552 
PR00010A 12.91 9.45e-09 526-537 
PR00011D 12.12 9.74e-09 25-43 
IPB000033B 7.05 1.00e-08 66-76 


874 


PR00960 


LmhP nrntfiin ^ipnature T 

J— ill LUX Ulvlli OlgllCH-Ul \s X 


J. lVUU^UV//\ J.U.UJ tiU/C"U7 / O Z7J 


875 


IPB000043 


S-adenosyl-L-homocysteine 
hydrolase 


IPB000043D 24.21 1.00e-40 235-289 
IPB000043E21.il 1.00e-40 298-350 
TPB00004'3A 1 6 26 4 77 e-^ 1 1 Q-1 56 

IPB000043H 17.16 1.72e-29 459-493 
IPB000043F 16.20 2.55e-24 351-377 
TPR00004'3G 1 R 51 ^ ?5e-?4 41 1 -448 

JLJL UUUWtJVJ lO.J 1 J.ZiJC /it *+ 1 1 ' 1 ' l O 

IPB000043B 18.62 5.95e-23 158-191 
IPB000043G 18.51 7.16e-15 412-449 
IPB000043C 8 96 9 61e-15 202-216 


878 


IPB002181 


Fibrinogen beta and gamma chains 
C -terminal globular domain 


IPB002181B 20.16 7.49e-24 181-217 
IPB002181D 29.18 7.32e-15 243-283 
IPB002181C 15.87 2.64e-10 222-234 


879 


IPB002181 


Fibrinogen beta and gamma chains 
C-terminal globular domain 


IPB002181B 20 16 7 49e-24 181-217 
IPB002181D 29 18 7 32e-15 243-283 
IPB002181C 15.87 2.64e-10 222-234 


880 


IPB002181 


Fibrinogen beta and gamma chains 
C-terminal globular domain 


IPB002181B 20 16 7 49e-24 181-217 
IPB002181D 29.18 7.32e-15 243-283 
IPB002181C 15.87 2.64e-10 222-234 


883 


IPB002027 


Amino acid permease 


IPB002027D 22.00 4.13e-25 325-364 
IPB002027C 19.67 2.74e-22 244-282 
IPB002027A 18.88 3.77e-16 47-75 
IPB002027B 12.67 7.97e-12 180-199 


884 


IPB001772 


Kinase associated domain 1 


IPB001772E 24.88 4.03e-10 620-659 


884 


IPB000861 


PKN/rhophilin/rhotekin rho-binding 
repeat 


IPB000861D 13.61 7.34e-10 97-133 


884 


IPB000961 


Protein kinase C -terminal domain 


IPB000961A 16.82 8.45e-09 99-133 


884 


IPB003527 


MAP kinase 


IPB003527D 21.53 9.15e-09 462-503 


885 


IPB001304 


C-type lectin domain 


IPB001304A 17.98 8.04e-14 34-58 


891 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 1.72e-10 103-140 


891 


PR00049 


Wilm's tumour nrotein signature IV 

■ T x x x X X l.* v vtl X X X X "V^ V %^ XXX »J X f— JL X IL-t- V U X ^> X T 


PR00049D 0 00 1 31e-09 155-169 
PR00049D 0.00 6.80e-09 156-170 


892 


PR00503 


Bromodomain signature IV 


PR00503D 19.24 3.57e-21 421-440 


892 


IPB001487 


Bromodomain 


IPB001487B 17.44 2.13e-19 412-433 
PR0050^R 1 0 44 4 ^7p-1 Q Q4-1 1 0 

IPB001487A 11.44 5.20e-19 95-113 
PR00503C 19.09 4.00e-17 1 10-128 
TPB0014S7A 1 1 44 0 S^p-16 ^SR-406 

PR00503A 14.57 4.00e-14 78-91 
PR00503B 10.44 8. 64e- 14 387-403 


892 


IPB001359 


Synapsin 


IPB001359H 22.58 1.65e-13 752-802 
PR00503D 19.24 9.25e-13 128-147 
IPB001487B 17.44 1.58e-12 119-140 
PR00503C 19.09 6.70e-l 1 403-421 


892 


PR00049 


Wilm's tumour protein signature IV 


PR00049D 0.00 8.87e-ll 755-769 
PR00049D 0.00 9.47e-ll 756-770 
IPB001359H 22.58 9.70e-ll 979-1029 


892 


PR00209 


Alpha/beta gliadin family signature II 


PR00209B 4.73 4.80e-10 966-984 
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892 


IPB003861 


E4 protein 


IPB003861B 9.06 4.86e-10 979-993 


892 


IPB001505 


!, Cu(A) centre of cytochrome c 
oxidase, subunit II and nitrous oxide 
reductase" 


IPB001505B 15.93 5.94e-10 406-455 
PR00209B 4.73 6.90e-10 968-986 
IPB001359H 22.58 7.40e-10 753-803 


892 


PRO 1471 


Histamine H3 receptor signature V 


PR01471E 5.41 7.44e-10 765-780 

PR00209B 4.73 9.80e-10 752-770 
IPB001505A 18.04 1.17e-09 93-140 
PR00049D 0.00 2.22e-09 748-762 
IPB003861B 9.06 3.15e-09 763-777 
PR00049D 0.00 3.29e-09 972-986 

TP"RHni ^^QTT OO 1 QQo f\Q 1^.1 Qf\*7 

irDUui ojyri zz.jo j.ooc-uy /O/-0U/ 
PR01471F 5 41 4 O^r-OQ Q81-QQfi 

PR01471E5.41 4.23e-09 1019-1034 
IPB003861R 9 06 4 59e-09 754-768 


892 


IPB003351 


Dishevelled specific domain 


IPB003351C 13 89 5 1 3e-09 485-594 
IPB001359H 22.58 5.19e-09 941-991 
PR01471E 5.41 5.99e-09 755-770 
PR00503A 14.57 6.81e-09 371-384 
IPB001359H 22.58 7.03e-09 765-815 
IPB001359H 22 58 7 03e-09 970-1020 


892 


PR01217 


| Proline rich extensin signature IV 


PR01217D 4.57 7.49e-09 239-260 


892 


PRO 15 03 


Treacher Collins svndrome nrotein 
Treacle signature II 


PR01503B 3 77 7 64e-09 709-71 5 


892 


IPB000574 


Tymo virus coat protein 


IPB000574A 32.18 7.78e-09 254-301 


892 


PR00910 


Luteovirus ORF6 protein signature I 


PR00910A 2.74 8.07e-09 255-267 
IPB001359H 22.58 8.25e-09 978-1028 

TPR00115QH99 58 8 51^-00 1Q1 94^ 
IPB001359H 22 58 8 51e-09 745-795 
IPB001359H 22.58 9.04e-09 754-804 


892 


IPB001978 


Troponin 


IPB001978B 22.99 9.15e-09 530-561 

PR00909R 4 71 Q Q0p-0Q 758-776 


893 


IPB003112 


Olfactomedin-like domain 


TPR003 1 1 9P 11 54 4 6Qr-11 141-181 

IPB003112E 16.12 5.24e-33 416-458 
IPB003119B 14 91 6 65e-27 269-190 
IPB003112D 17.44 9.58e-23 384-410 
IPB003112A 14 44 2 97e-13 230-245 


893 


PRO 1444 


Latrophilin receptor signature V 


PR01444E 11.17 7.70e-12 346-361 


893 


PR00952 


Type III secretion system inner 
membrane Q protein family signature 
III 


PR00952C 21 25 2 04e-09 7-29 


893 


IPB002862 


Protein of unknown function DUF16 


IPB002862C 11.30 9.59e-09 80-102 


894 


IPB002350 


Kazal-type serine protease inhibitor 
family 


IPB002350 31 78 4 12e-21 92-132 

A A. — ^* V AW «W «W fc^T J_ • / J O A. ^ ^ AW J. W^ AW J. -| J * -■ 


894 


PR00290 


Kazal-type serine protease inhibitor 
signature I 


PR00290A 13.80 3.61e-12 92-102 


894 


IPB003006 


Immunoglobulin and maior 
histocompatibility complex domain 


IPB003006B 20 23 1 36e-10 190-497 


894 


PR00450 


Recoverin family signature III 


PR00450C 11.99 5.04e-09 182-203 


895 


IPB001511 


Aminotransferases class-I 


IPB001511B 11.54 3.14e-ll 177-191 


895 


PR00753 


1 -aminocyclopropane- 1 -carboxylate 
synthase signature V 


PR00753E 10.09 9.22e-ll 171-195 
IPB001511C 12.45 9.07e-10 243-256 


896 


IPB001781 


LIM domain 


IPB001781 11.42 3.37e-12 102-112 
IPB001781 11.42 2.04e-10 173-183 
IPB001781 1 1.42 4.60e-09 43-53 
IPB001781 1 1.42 7.90e-09 231-241 


896 


IPB003452 


Stem cell factor 


IPB003452C 13.68 9.29e-09 525-558 



WO 2004/080148 



PCT7US2003/030720 



386 
TABLE 3B 



897 


IPB000961 


Protein kinase C-terminal domain 


IPB000961D 21.23 5.29e-29 512-553 


897 


IPB001772 


Kinase associated domain 1 


IPB001772B 18.27 4.79e-24 409-454 


897 


IPB001245 


Tyrosine kinase catalytic domain 


IPB001245B 21.68 2.80e-19 516-554 


897 


IPB000861 


PKN/rhophilin/rhotekin rho-binding 
repeat 


IPB000861G 13.73 9.60e-16 518-567 


897 


IPB000959 


POLO box duplicated region 


IPB000959C 23.49 8.03e-15 491-543 


897 


IPB003527 


MAP kinase 


IPB003527G 17.26 8.94e-15 586-623 

TPT^nm 779T? 9 A 9 9^« 1 A K1A £11 

IPB000961B 17.79 2.37e- 14 412-443 
IPB001245A 22.45 6.88e-14 460-500 
IPB000961A 16.82 7.75e-14 355-389 

IPB001772D 21.67 4.73e-13 523-562 
IPB000959B 15.68 3.18e-ll 444-484 

TPR001779A 1 ^ A4. 99e_1 1 151-184 
IPB003527D 21 53 6 02e-l 1 509-550 
IPB000861E 16 40 9 36e-ll 399-444 


897 


IPB000095 


PAK-box /P21-Rho-bindin£ 


IPB000095F 16 47 9 65e-10 520-574 
IPB003527C 14.70 2.54e-09 452-500 
IPB000861D 13.61 2.99e-09 353-389 
IPB000961C 15.48 3.45e-09 467-501 


897 


PR00109 


Tyrosine kinase catalytic domain 
signature II 


PR00109B 11.07 3.81e-09 467-485 
IPB000959D 27.01 5.31e-09 567-619 
IPB000959A 7.12 7.62e-09 356-368 


898 


IPB000961 


Protein kinase C-terminal domain 


IPB000961D 21.23 5.29e-29 699-740 


898 


IPB001772 


Kinase associated domain 1 


IPB001772B 18.27 4.79e-24 596-641 


898 


IPB001245 


Tyrosine kinase catalytic domain 


IPB001245B 21.68 2.80e-19 703-741 


898 


IPB000861 


P KN/rh onh i 1 i n/rh otelci n rhn-Hindhn p - 
repeat 


TPR000861G 1 ^ 71 Q 60e-16 705-754 


898 


IPB000959 


POLO box duplicated region 


IPB000959C 23.49 8.03e-15 678-730 


898 


IPB003527 


MAP ldnase 


IPB003527G 17.26 8.94e-15 773-810 
IPB001772E 24.88 2.25e-14 761-800 

TPR000Q61R 17 70 9 17<=» 14 5GQ 

IPB001245A 22.45 6.88e-14 647-687 
IPB000961A 16.82 7.75e-l 4 542-576 
IPB001772C 20.66 9.62e-14 642-672 

TPR001 779D 91 67 4 7^-1 ^71 0-74Q 


898 


IPB003533 


Doublecortin 


IPB003533F 1 1.80 5.30e-12 161-194 
IPB000959B 15.68 3.18e-ll 631-671 
IPB001772A 13.64 5.22e-ll 540-571 
IPR003597D 71 5^ 09e-1 1 606-717 

IPB000861E 16.40 9.36e-ll 586-631 


898 


IPB000095 


PAK-box /P21- Rho-binding 


IPB000095F 1 6 47 Q 65p-1 0 707-761 

11 W \J\J ^ *J L 1 V. " / 7.UJC 1 w / U / / U 1 

IPB003527C 14 70 2 54e-09 639-687 
IPB000861D 13.61 2.99e-09 540-576 
IPB000961C 15.48 3.45e-09 654-688 


898 


PR00109 


Tyrosine kinase catalytic domain 
signature II 


PR00109B 11.07 3.81e-09 654-672 
IPB000959D 27.01 5.31e-09 754-806 
IPB000959A 7.12 7.62e-09 543-555 
IPB003533E 7.28 8.25e-09 105-144 


900 


IPB001073 


Complement Clq protein 


IPB001073B 20.88 6.00e-26 131-165 
IPB001073A 22.14 4.48e-20 85-119 


900 


IPB000885 


Fibrillar collagen C-terminal domain 


IPB000885B 19.15 9.63e-20 54-107 


900 


IPB001442 


C-terminal tandem repeated domain 
in type 4 procollagen 


IPB001442A 26.12 4.27e-19 55-107 
IPB000885B 19.15 7.48e-19 60-113 
IPB000885A 11.46 1.97e-18 62-99 
IPB000885A 11.46 2.94e-18 68-105 
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900 


PR00007 


Complement C1Q domain signature 
III 


PR00007C 16.13 3.67e-18 199-220 
IPB001442A 26.12 l.lle-17 64-116 
PR00007A 20.64 1.84e-17 124-150 
IPB001442A 26.12 1.87e-17 70-122 
IPB000885B 19.15 5.39e-17 57-110 
IPB000885A 11.46 6.96e-17 65-102 
IPB000885B 19.15 8.87e-17 51- 


900 


IPB000817 


Prion protein 


IPB000817A 8.34 3.27e-09 51-93 
IPB000885A 11.46 3.66e-09 19-56 
IPB001442A 26.12 4.13e-09 12-64 
IPB000885B 19.15 4.19e-09 26-79 
IPB000885A 11.46 4.77e-09 86-123 
IPB001442A 26 12 4 Jtte-OQ ?4-76 

IPB001442B 12 38 5 99e-09 37-57 
IPB001442A 26.12 6 17e-09 21-73 
IPB000885B 19.15 7.55e-09 36-89 
IPB001442B 12.38 7.57e-09 71-91 
IPB001442A 26.12 8.36e-09 9-61 
IPB001442B 12.38 8.54e-09 89-109 
IPB001073A 22.14 8.59e-09 30-64 
IPB000885B 19.15 8.69e-09 78-131 
IPB001442B 12.38 9.64e-09 74-94 


901 


IPB000074 


Apolipoprotein A1/A4/E 


IPB000074A 11.45 9.84e-09 7-24 


902 


IPB002360 


Involucrin 


IPB002360C 15.36 3.06e-14 407-448 


902 


PR00209 


Alpha/beta gliadin family signature II 


PR00209B 4.73 5.94e-12 427-445 


902 


IPB000135 


High mobility group proteins HMG1 
and HMG2 


IPB000135D 2.13 8.67e-ll 183-207 
IPB000135D 2.13 2.96e-10 184-208 


902 


1PB001580 


Calreticulin family 


IPB001580F 2.93 4.94e-10 189-198 
IPB001580F 2.93 4.94e-10 190-199 
IPB001580F 2 93 4 94e-l 0 191-200 
IPB002360C 15.36 5.93e-10 416-457 
IPB000135D 2 13 7 46e-10 186-210 
IPB000135D 2.13 7.46e-10 187-211 
IPB000135D 2.13 9.22e-10 185-209 
IPB002360C 15.36 2.50e-09 396-437 
IPB002360C 15.36 2.50e-09 415-456 
IPB000135D 2.13 3.55e-09 1 82-206 
IPB000135D 2.13 4.27e-09 188-212 
IPB000135D 2.13 4.91e-09 181-205 


902 


IPB001359 


Synapsin 


IPB001359H 22.58 5.19e-09 421-471 
IPB002360C 15.36 5.20e-09 404-445 


902 


IPB001422 


Neuromodulin (GAP-43) 


IPB001422C 16.82 5.61e-09 184-219 
IPB002360C 15.36 5.70e-09 413-454 
IPB002360C 15.36 6.10e-09 389-430 


902 


IPB003753 


"Exonuclease VII, large subunit" 


IPB003753F 28.29 7.54e-09 382-432 
IPB002360C 15.36 8.80e-09 419-460 


905 


IPB000483 


Leucine rich repeat C-terminal 
domain 


IPB000483 11.18 5.50e-13 37-51 


905 


PR00019 


Leucine-rich repeat signature I 


PR00019A 11.72 9.33e-10 5-18 


906 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 8.83e-ll 55-92 


908 


PR00457 


Animal haem peroxidase signature V i 


PR00457E 19.97 8.45e-24 1041-1067 
PR00457D 18.35 1.53e-20 1016-1036 
PR00457C 18.81 9.42e-15 998-1016 
PR00457G 14.17 4.48e~14 1221-1241 
PR00457H 14.82 5.85e-13 1292-1306 
PR00457F 14.42 6.32e-12 1094-1104 
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908 


IPB000483 


Leucine rich repeat C-terminal 

Hntnain 

UVAllJlCUli 


IPB000483 ll. 18 1.00e-10 156-170 
PR00457R 12 41 9 ?Qp_10 846-861 


908 


IPB003006 


Immunoglobulin and major 

Tii^tnnnmnatiHilitv conrnlex domain 


IPB003006B 20.23 2.80e-10 352-389 
IPB003006B 20 21 8 °?e~10 448-485 

IPB003006B 20.23 9.28e-10 259-296 


909 


PR00457 


Animal haem peroxidase signature V 


PR00457E 19.97 8.45e-24 1072-1098 
PR00457D 18 35 1 53e-20 1047-1067 

PR00457C 18.81 9.42e-15 1029-1047 
PR00457G 14.17 4.48e-14 1252-1272 
PR00457H 14.82 5.85e-13 1323-1337 
PR00457F 14.42 6.32e-12 1125-1135 


909 


IPB000483 


Leucine rich repeat C-terminal 
domain 


IPB000483 11.18 1.00e-10 187-201 
PR00457B 12.43 2.29e-10 877-892 


909 


TPB003006 

JLJT 1JUU J UUU 


TTntniinncrl r»VinHn nnH tti "irvr 
±111111 llilUgHJU 14.1111 dilLl llldjwl 

histocompatibility complex domain 


tpp*ooioo6r 70 9i 9 so** 10 is^ aic\ 

IPB003006B 20.23 8.92e-10 479-516 
IPB003006B 20.23 9.28e-10 290-327 


910 


PR00457 


-TVUllllCll HCiC-lil JJUUAlUaoC SlgliCilLll t V 


PR004^7P 10 07 8 4^/=»-94 Q14 060 
PR00457D 18 IS 1 51e~90 Q0Q-99Q 
PR00457C 18 81 9 42e-15 891-909 
PR00457G 14.17 4.48e-14 1114-1134 
PR00457H 14 82 5 85e-13 1185-1199 
PR00457F 14.42 6.32e-12 987-997 
PR00457B 12.43 2.29e-10 739-754 


910 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20 23 2 80e-10 329-366 
IPB003006B 20.23 8.92e- 10 425-462 
IPB003006B 20.23 9.28e-10 236-273 


910 


PR00019 


Leucine-rich repeat signature II 


PR00019B 11.42 6.73e-09 73-86 


911 


PR00010 


Type II EGF-like signature I 


PR00010A 12 91 7 75e-13 43-54 


911 


IPB001862 


Membrane attack complex 
components/perforin/complement C9 


IPB001862F 29.39 5.45e-12 925-972 
IPB001862F 29.39 7.21e-12 559-606 


911 


IPB000152 


Aspartic acid and asparagine 
hydroxylation site 


IPB000152 8.86 7.48e-12 117-132 
PR00010A 12.91 1.00e-ll 102-113 
PR00010A 12.91 4.27e-ll 168-179 


911 


IPB000561 


EGF-like domain 


IPB000561 4.89 8.00e-ll 88-96 
IPB001 869F 99 19 8 70p-1 1 846-8Q1 


911 


IPB000359 


Cystine-knot domain 


IPB000359A 23.24 2.71e-10 843-867 
PR00010C 6.98 3.61e-10 122-132 


911 


IPB001881 


Calcium-binding EGF-like domain 


IPB001881A 8.72 4.21e-10 574-583 
IPB000152 8.86 4.66e-10 183-198 
IPB000561 4.89 4.75e-10 126-134 
IPB001881A 8.72 6.79e-10 940-949 
PR00010C 6.98 7.10e-10 877-887 
PR00010C 6.98 7.68e-10 230-240 
PR00010C 6.98 1.22e-09 590-600 


01 1 

711 


PP 00764 


oompiemenx signaxure vi 


IPB001881B 12.28 1.78e-09 183-194 

PR 0,07641? 1 ^ 1A 1 7R<= OQ ^76 ^QA 

IPB000359A 23.24 3.35e-09 88-112 
IPB000561 4.89 4.21e-09 881-889 
IPB000152 8.86 4.79e-09 834-849 
IPB001862F 29.39 6.23e-09 91-138 
IPB001881A 8.72 7.00e-09 106-115 
IPB001881B 12.28 7.65e-09 117-128 
PR00010C 6.98 7.80e-09 84-94 


911 


IPB000033 


"Low-density lipoprotein (ldl) 
receptor, YWTD repeat" 


IPB000033B 7.05 8.34e-09 877-887 
IPB000152 8.86 8.58e-09 872-887 


911 


IPB003884 


Factor I membrane attack complex 


IPB003884F 16.26 8.71e-09 177-192 
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913 


IPB002151 


Kinesin lieht chain repeat 


IPB002151B 14 23 8 01e-10 240-292 


913 


IPB000421 


Coagulation factor 5/8 type C 
domain (FA58C) 


IPB000421A2L21 7.85e-09 43-62 


913 


IPB002360 


Involucrin 


IPB002360C 15.36 8.00e-09 373-414 


914 


IPB003117 


Regulatory subunit of type II PKA R- 
subunit 


IPB003117C 17.01 1.00e-40 147-187 
IPB003117D 18.87 1.00e-40 198-238 
IPB003117G 17.45 8.50e-33 341-375 
IPB0031 17A 22.23 5.50e-26 24-56 
IPB003117E 18.84 5.85e-23 287-315 


914 


IPB000595 


Cyclic nucleotide-binding domain 


IPB000595C 23.31 6.82e-21 321-346 


914 


PR00103 


cAMP-dependent protein kinase 
signature II 

■ 

* 


PR00103B 10.32 7.00e-18 173-187 
IPB000595B 15.72 7.50e- 18 279-302 
IPB003117F 17.26 1.00e-17 323-337 
IPB000595B 15.72 4.43e-16 161-184 
PR00103A 9.07 7.75e-16 158-172 
IPB003117C 17.01 2.96e-15 265-305 

T"T)"D (\f\ n t 1 TT\ 1 O 07 A 1 A _ 1 c OOO *3 £TO 

lrr>UU J 1 1 /JJ lo.o / 4. 14e-l j 3zz-ooz 
PR00103E 12.91 5.91e-14 355-367 

IPB000595C 23.31 4.60e-13 197-222 
PR00103C 13.28 1.84e-ll 322-331 
PR00103D 10.18 2.98e-10 210-221 
TPROO^l 17F 1 8 84 ^ 57^-10 1 57-1 85 

1 JT Ul/UJ 1 1 / b lO.Ot J.J f C 1 \J 1J / "lOJ 

IPB003117E 18.84 5.43e-10 275-303 
IPB0031 17F 17 26 1 50e-0Q 199-^13 
PR00103A 9.07 8.11e-09 276-290 


915 


IPB001478 


PDZ domain (also known as DHR or 
GLGF) 


IPB001478B 6.12 4.94e-09 602-611 


916 


IPB000907 


Lipoxygenase 


IPB000907J 20.31 5.50e-37 521-563 
IPB000907G 22.23 1.87e-34 371-413 
IPB000907F 21.29 1.00e-28 338-370 
IPB000907I 27.52 9.79e-28 460-513 


916 


PR00467 


Mammalian lipoxygenase signature 
VI 


PR00467F 12.25 9.4 le-22 418-440 


916 


PR00087 


Lipoxygenase signature III 


PR00087C 13.32 1.39e-21 373-393 
IPB000907C 16.09 7.17e-21 221-247 
IPB000907E 15.16 1.00e-18 296-320 
PR00467E 9.17 2.10e-17 293-312 
PR00467D 17.16 9.57e-17 196-217 
ir^ouuuyu /jj lo./u z.o/e-io zoz-zoy 
PR00087A 20.06 3.52e-15 335-352 
jrJS.uuuo/Jj i j.oy j. i ic-i j jjj-j / u 
IPB000907B 14.10 2.50e-13 160-175 
PR00467A 8.38 3.29e-13 11-28 
IPB000907H 18.37 5.86e-13 434-450 
PR00467B 14.98 5.88e-12 57-76 
PR00467G 16.61 3.37e-ll 576-593 
IPB000907A 16.20 4.21e-10 94-103 
PR00467C 9 34 7 65 e- 10 134-148 


917 


IPB000907 


Lipoxygenase 


IPB000907C 16.09 7.17e-21 194-220 
IPB000907E 15.16 1.00e-18 269-293 


917 


PR00467 


Mammalian lipoxygenase signature 
V 


PR00467E 9.17 2.10e-17 266-285 
PR00467D 17.16 9.57e-17 169-190 
IPB000907D 18.70 2.67e-16 235-262 
IPB000907B 14.10 2.50e-13 131-146 
PR00467A 8.38 3.29e-13 11-28 
PR00467B 14.98 5.88e-12 57-76 
IPB000907A 16.20 4.21e-10 94-103 
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Q1 O 

y io 


IrxiKJKJKJyO / 


Lipoxygenase 


IrxiUUUyU/C 16.09 7.17e-21 223-249 
IPB000907E 15.16 1.00e-18 298-322 




X>T> f\f\A /C7 

r KUU4o / 


Mammalian lipoxygenase signature 

V 


"DTD C\(\A C~1T2 C\ 1 *7 O 1 A ^ 1 <"7 1i A 

x J KUU4o/li y.l / 2. 10e-I / 295-314 

jrKuu4o/jj i/.io y.j/e-i/ lyo-ziy 

IPB000907D 18.70 2.67e-16 264-291 
TPRnnnon7R 14 109 11 i^n 175 

iirijuuwyu /15 1H.1U Z.jUc-1j lOU-l/J 
PR00467A 8 18 1 9Qp-1l 1 1-98 

X lVvV/"U / A O.JO J,ji7C lJ 1 l"iiO 

PR00467R 14 98 5 88e-12 57-76 
IPB000907A 16.20 4.21e-10 94-103 
PR00467C 9 34 7 65e-10 114-148 


927 


IPB001774 


I~)p1ta <3prratp lipanH 

X-J UllU Ovllulv IJL&cllld 


IPB001774C 18 25 1 71e-31 37-79 
IPB001774D 19.23 3.32e-25 83-129 


927 


PR00011 


Type III EGF-like signature IV 


PR00011D 12.12 4.57e-12 39-57 


927 


TPB000152 


A^'nartif hpiH and fiQnarflcrinp, 

hydroxylation site 


TPR000159 8 86 1 00p~10 1 8Q-904 
IPB001774C 18.25 2.15e-10 68-110 


927 


PR00010 


Type II EGF-like signature III 


PR00010C 6.98 3.90e-10 113-123 


997 


TPR00015Q 


^yoLlllC-J\llUl UUIlld.nl 




927 


IPB000034 


Laminin B 


IPB000034C 12.97 6.42e-10 236-254 
PR00011B 13.08 7.88e-10 39-57 


927 


IPB000561 


EGF-like domain 


IPB000561 4.89 9.25e-10 46-54 


Q77 

yz / 


iJrtsuu I ooo 


i^aminm iN-termmai ^uomain vij 


Ir'rJUUlooOii Lv.yV y.O/e-lU 44-oU 
ppnnm a a h qi i 97<= no 1 74 1 

ppnomnr 1 £ os 9 szip» oq iqj. 9oj. 

JTlvUUUlU^/ O.70 Zf.J*+t3-\jy lyn- zut 


927 


IPB001862 


Membrane attack complex 

C-Uin^JLIllClILiS/ pCllUl 111/UUllipiCllldll v_/-7 


IPB001862F 29.39 2.65e-09 201-248 

IrDUUUlJji o.OO D.Z1C-U7 IUO-IZj 

PR0001 1 A 14 05 6 88e-09 39-57 


927 


PR01217 


Prolinp rich PYfpn^in <3ionatiiT*p \/TT 


PR01 21 7G 4 02 7 70p_09 959-977 

IPB001862F 29.39 8.53e-09 163-210 
IPB000034A 22 21 9 00e-09 96-131 
IPB000152 8.86 9.29e-09 227-242 


927 


IPB001762 


Disintegrin 


IPB001762A 23.93 9.65e-09 126-166 


928 

S 4* \J 


PR00456 


RiHn^inmal nrntpin P9 ^icrnntnrp A/ 


PP00456F 1 08 7 80p-00 1-15 

x IVVJutJUD J.uO / ,OUC v/7 1U 


930 


IPB001248 


"Permeases for cytosine/purines, 
uracil, thiamine, allantoin" 


IPB001248A 28.27 5.94e-10 238-273 


930 


IPB000390 


"Integral membrane protein, DUF7" 


IPB000390B 26.91 6.96e-10 217-271 


931 


IPB001359 


Synapsin 


IPB001359H 22.58 9.63e-10 47-97 


932 


PR00336 


Lysosome-associated membrane 
giycopioiein signature iv 


PR00336D 10.26 5.99e-09 2-24 


933 


IPB002467 


"Methionine aminopeptidase, 
suDiamny i 


IPB002467C 17.56 2.29e-30 169-197 

lx'r>UUZ40 /Jt> IZ.Oo Z.DUe-Zj 1 43-104 
TPRnA7A£7P 1 Q 10 1 'TIS 01 7QQ 17Q 

ijt ouuz^fo /r lojo i./ie-zi zyy-^zy 


933 


PR00599 


Methionine aminopeptidase- 1 

ci onQtiivp TT 
MgllciLlU C 11 


PR00599B 10.21 8.00e-17 173-189 

IJr OUUZ40 / U 14. /O J.DUe-lD Z4Z-Z0 / 

PR00599A 11.84 9.63e-14 151-164 

TPR0n7J.<^7P 1 1 0^ 7 7^^ 19 77^ 7Q7 
PP00500D 14 41 5 01p-1 0 971-985 
TPB002467A 1 5 75 2 87e-09 1 1 5-1 19 


933 


IPB001131 


Proline dipeptidase 


IPB001131D 11.56 5 18e-09 275-288 
IPB001131B 18.96 8.10e-09 173-194 


934 


IPB001463 


Sodium: alanine symporter family 


IPB001463A 16.70 5.87e-09 174-224 


938 


IPB001478 


PDZ domain (also known as DHR or 
GLGF) 


IPB001478A 11.55 5.09e-09 119-129 
IPB001478B 6.12 1.00e-08 137-146 


940 


PR01286 


Orphan nuclear receptor NOR1 
signature V 


PR01286E 5.27 9.26e-09 307-328 


941 


IPB000998 


MAM domain 


IPB000998D 18.66 1.96e-15 527-550 


941 


IPB003886 


Extracellular domain in nidogen 


IPB003886D 13.91 8.77e-15 237-256 


941 


IPB000152 


Aspartic acid and asparagine 


IPB000152 8.86 2.89e-14 110-125 
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hydroxylation site 




941 


IPB001881 


Calcium-binding EGF-like domain 


IPB001881B 12.28 5 00e-14 192-203 
IPB000152 8.86 1.00e-13 237-252 
IPB000152 8.86 1.82e-13 192-207 
IPB001881B 12.28 4.75e-13 110-121 


941 


IPB001774 


Delta serrate ligand 


IPB001774C 18.25 9.13e-13 72-114 
IPB000998B 17.20 l.OOe- 12 410-422 


941 


PR00020 


MAM domain signature I 

• 


PR00020A 20.48 2.88e-ll 408-426 
IPB000998C 18.63 5.30e-ll 464-479 
IPB001881B 12.28 8.58e-ll 237-248 


941 


PR00907 


Thrombomodulin signature II 


PR00907B 11.50 2.44e-10 144-160 


941 


IPB000561 


EGF-like domain 


IPB000561 4.89 3.25e-10 81-89 


941 


IPB000033 


"Low-density lipoprotein (ldl) 
receptor, YWTD repeat" 


IPB000033B 7.05 5.35e-10 242-252 
IPB000033B 7.05 5.97e-09 197-207 


941 


IPB000167 


Dehydrin 


IPB000167A 8.58 7. 14e-09 324-35 1 


941 


IPB003367 


Thrombospondin type 3 repeat 


IPB003367A 11.78 9.79e-09 159-179 


942 


IPB000998 


MAM domain 


IPB000998D 18.66 1.96e-15 532-555 | 


942 


IPB0O3886 


Extracellular domain in nidogen 


IPB003886D 13.91 8.77e-15 242-261 


942 


IPB000152 


Aspartic acid and asparagine 
hydroxylation site 


IPB000152 8.86 2.89e-14 1 15-130 


942 


1PB001881 


Calcium-binding EGF-like domain 


IPB001881B 12 28 5 00e-14 107-208 ! 
IPB000152 8.86 1.00e-13 242-257 
IPB000152 8.86 1.82e-13 197-212 
IPB001881B 12.28 4.75e-13 115-126 


942 


IPB001774 


Delta serrate ligand 


IPB001774C 18.25 9.13e-13 77-119 
IPB000998B 17.20 1.00e-12 415-427 


942 


PR00020 


MAM domain signature I 


PR00020A 20.48 2.88e-l 1 413-431 
IPB00099SC 18.63 5.30e-ll 469-484 
IPB001881B 12.28 8.58e-ll 242-253 


942 


PR00907 


Thrombomodulin signature II 


PR00907B 1 1.50 2.44e-10 149-165 


942 


IPB000561 


EGF-like domain 


IPB000561 4.89 3.25e-10 86-94 


942 


IPB000033 


"Low-density lipoprotein (ldl) 
receptor, YWTD repeat" 


IPB000033B 7.05 5.35e-10 247-257 | 


942 


PRO 1256 


Otxl transcription factor signature II 


PR01256B 5.92 2.01e-09 23-35 
IPB000033B 7.05 5.97e-09 202-212 
PR01256B 5.92 6.46e-09 24-36 


942 


IPB000167 


Dehydrin 


IPB000167A 8.58 7.14e-09 329-356 


942 


IPB003367 


Thrombospondin type 3 repeat 


IPB003367A 1 1.78 9.79e-09 164-184 


943 


IPB002893 


MYND zinc finger (ZnF) domain 


IPB002893 16.28 4.52e-17 986-1004 


943 


IPB000313 


PWWP domain 


IPB000313A 8.15 6.88e-15 276-290 


943 


IPB001487 


Bromodomain 


IPB001487B 17.44 1.32e-13 202-223 
IPB001487A 11.44 9.33e-12 178-196 


943 


IPB002219 


Phorbol esters/diacylglycerol binding 
domain 


IPB002219B 12.53 5.14e-10 94-109 


943 


PR00503 


Bromodomain signature II 


PR00503B 10.44 7.38e-09 177-193 


943 


IPB002889 


WSC domain 


IPB002889C 9.89 8. 12e-09 762-783 
IPB002889B 11.76 9.91e-09 744-790 


944 


IPB0G0313 


PWWP domain 


IPB000313A 8.15 6.88e-15 276-290 


944 


IPB001487 


Bromodomain 


IPB001487B 17.44 1.32e-13 202-223 
IPB001487A 11.44 9.33e-12 178-196 


944 


IPB002219 


Phorbol esters/diacylglycerol binding 
domain 


IPB002219B 12.53 5.14e-10 94-109 


944 


PR00503 


Bromodomain signature II 


PR00503B 10.44 7.38e-09 177-193 


945 


IPB002893 


MYND zinc finger (ZnF) domain 


IPB002893 16.28 4.52e-17 1032-1050 


945 


IPB000313 


PWWP domain 


IPB000313A 8.15 6.88e-15 276-290 


945 


IPB001487 


Bromodomain 


IPB001487B 17.44 1.32e-13 202-223 
IPB001487A 11.44 9.33e-12 178-196 
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945 


IPB002219 


Phorbol esters/diacylglycerol binding 
domain 


IPB002219B 12.53 5.14e-10 94-109 


945 


PR00503 


Bromodomain signature II 


PR00503B 10.44 7.38e-09 177-193 


945 


IPB002889 


WSC domain 


IPB002889C 9.89 8.12e-09 762-783 
IPB002889B 11.76 9.91e-09 744-790 


946 


IPB002893 


MYND zinc finger (ZnF) domain 


IPB002893 16.28 4.52e-17 1037-1055 


946 


IPB000313 


PWWP domain 


IPB000313A 8.15 6.88e-15 281-295 


946 


IPB001487 


Bromodomain 


IPB001487B 17.44 1.32e-13 207-228 
IPB001487A 11.44 9.33e-12 183-201 


946 


IPB002219 


Phorbol esters/diacylglycerol binding 
domain 


IPB002219B 12.53 5.14e-10 99-114 


946 


PR00503 


Bromodomain signature II 


PR00503B 10.44 7.38e-09 182-198 


946 


IPB002889 


WSC domain 


IPB002889C 9.89 8.12e-09 767-788 
IPB002889B 11.76 9.91e~09 749-795 


950 


PR00169 


Potassium channel signature VII 


PR00169G 11.30 5.96e-ll 467-489 


950 


PRO 1333 


Two nore domain K4- channel 
signature I 


PR01333A 18 74 7 08e-10 479-507 
PR01333B 10.39 5.95e-09 482-491 


950 


PR00206 


Connexin signature VI 


PR00206F 15 67 6 01e-09 498-521 


951 


IPB001762 


Disintegrin 


IPB001762A 23.93 4.33e-23 441-481 




TPB002870 


R pnrol vQin familv riTTvnprvHrlf* 


IPB00'?870B 24 73 3 54e-20 114-152 


951 


PR0028Q 


ni^intporin sjicrnfltiirf* T 

JL-^X O 111 Lv-'^l 111 o I fcj UULUl X 

• 


PR00289A 14 29 1 16e-14 457-476 
IPB002870F 18.81 3.03e-14 385-409 
IPB002870E 11.90 2.46e-12 344-356 
IPB001762B 10.06 3.40e-12 488-498 
IPB001762A 23.93 9.20e-ll 409-449 


951 


IPB000130 


"Neutral zinc metallopeptidases, 
zinc-binding region" 


IPB000130 5.86 1.56e-10 342-352 


951 


PR00138 


Matrixin signature IV 


PR00138D 14.57 2.54e-10 342-367 
IPB002870D 16.31 4.77e-10 310-325 


951 


PR00480 


Astacin family signature II 


PR00480B 14.35 5.57e-10 337-355 


951 


PR00436 


Interleukin-8 signature I 


PR00436A 15.20 7.43e-10 5-28 


951 


IPB001818 


Matrixin 


IPB001818D 14.91 1.72e-09 336-367 
PR00289B 11.74 3.80e-09 486-498 
IPB002870A 12.22 6.54e-09 68-84 






Ti itn ni it* ■fiPfT'OGic r-1r nt* rSp'I'Q 

JL W11HJH1 iiV^i ^JiSli) ICl'w lAJL L»t td 

(lymphotoxin-alpha) signature I 


PR01 216 A 4 92 7 49e-09 1 7-33 
IPB002870C 11.01 9.64e-09 278-288 


9S3 


TPR000006 


'/"I T*\ rfrvmain 

Z-^p *J SJLKJlxxeXixx 


TPB000Q06F 22 1 1 5 55e-l 1 248-288 


953 


PR01415 


Ankyxin repeat signature I 


PR01415A 12.73 6.46e-ll 251-263 
TPB000906D 23 89 6 59e-l 1 316-370 

PR01415A 12.73 7.1 le-11 184-196 
PR01415A 12 73 7 43e-ll 152-164 
IPB000906F 35.93 5.85e-10 194-247 
PR01415B 10.23 5. 88e-09 263-275 
IPB000906G 25.85 6.69e-09 330-378 


953 


PR00898 


Vasopressin V2 receptor signature II 


PR00898B 4.91 7.69e-09 46-60 
IPB000906A 22 49 7 84e-09 177-219 


954 


IPB000471 


"Interferon alpha, beta and delta 
family" 


IPB000471A 27.36 3.61e-32 45-98 


954 


PR00266 


Interferon alpha and beta subunit 
signature I 


PR00266A 13.41 9.59e-14 67-79 


955 


PR01136 


Gap junction alpha- 6 protein (Cx45) 
signature I 


PR01 136A 6.68 5.05e-09 203-209 


956 


PR00081 


Glucose/ribitol dehydrogenase family 
signature VI 


PR00081F 13.94 5.50e-13 152-172 
PR00081A 10.07 5.67e-13 34-51 
PR00081B 8.91 5.66e-ll 108-119 


956 


PRO 13 97 


"2,3-dihydro-2,3-dihydroxybenzoate 
dehydrogenase signature VI" 


PR01397F 12.91 9.53e-ll 168-187 
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956 


PR00080 


Short-chain dehydrogenase/reductase 
(SDR) superfamily signature I 


PR00080A 7.98 3.73e-09 108-119 
PR01397A 13.33 4.65e-09 39-56 


958 


IPB000560 


Histidine acid phosphatase 


IPB000560 17.02 7.55e-13 30-52 


958 


PR00885 


Bacterial general secretion pathway 
protein H signature II 


PR00885B 8.16 9.14e-10 394-408 


958 


PR01319 


Glial cell line-derived neurotronhic 
factor receptor alpha 3 signature I 


PR01319A 3 85 3 93e-09 10-22 


959 


IPB000215 


Serpins 


IPB000215D 15.35 7.00e-22 224-250 
IPB000215E 15.36 6.06e-18 305-329 
IPB000215C 13.90 4.75e-17 122-136 
IPB000215B 9 87 3 84e-12 95-107 


960 


IPB000215 


Serpins 


IPB000215D 15.35 7.00e-22 292-318 
IPB000215A 13.01 4.18e-20 73-96 
IPB000215E 15.36 6.06e-18 373-397 
IPB000215C 13 90 5 82e-l 1 190-204 


961 


IPB000215 


Sernins 

l 


IPB000215D 15 35 7 00e-22 292-318 
IPB000215A 13.01 4.18e-20 73-96 
IPB000215E 15.36 6.06e-18 373-397 
IPB000215C 13 90 4 75e-17 190-204 
IPB000215B 9.87 3.84e-12 163-175 


962 


IPB000215 


Semins 

l' 


IPB000215A 13 01 4 18e-20 73-96 
IPB000215E 15.36 6.06e-18 373-397 
IPB000215C 13.90 4.75e- 17 208-222 
IPB000215B 9.87 3.84e-12 181-193 


964 


IPB001762 


Disintegrin 


IPB001762A 23.93 4.33e-23 457-497 


964 


IPB002870 


Reprolysin family propeptide 


IPB002870F 18.81 2.35e- 19 402-426 
IPB002870E 11 90 3 37e-16 366-378 
IPB002870B 24.73 8.16e-16 145-183 


964 


IPB000135 


High mobility group proteins HMG1 
and HMG2 


IPB000135D 2.13 8.05e-14 789-813 


964 


PR00289 


Disintegrin signature I 


PR00289A 14.29 2.80e-13 473-492 
IPB000135D 2.13 6.08e-13 788-812 
IPB000135D 2.13 9.08e-13 785-809 
IPB000135D 2.13 2.30e-12 786-810 
IPB000135D 2.13 6.10e-12 787-811 
IPB000135D 2.13 6.75e-12 790-814 


964 


FPB001580 


_dii \s 14.1111 iciiiiiiy 


TPR001 SXOR 9 0^ ^(Wl 1 704... Sfn 

IPB002870A 12.22 8.80e-ll 100-116 
IPB000135D 2.13 3.64e-10 783-807 

TPR001 762R 1 0 06 4 R6p-10 S04-S14 

XX XJ\J\J 1 1 \JjL,1I> 1 \J.\J\J t.OUC L\J JWt"J X*T 

TPB001580F 2 93 4 94e-1 0 801-81 0 
IPB001580F 2 93 4 94e-10 802-811 
IPB000135D 2 13 6 09e-10 784-808 
IPB000135D 2.13 9.71e-10 782-806 
IPB002870D 16.31 9.71e-10 332-347 
IPB001580F2.93 1.00e-09 798-807 


964 


IPB000130 


"Neutral zinc metallopeptidases, 
zinc-binding region" 


IPB000130 5.86 1.86e-09 364-374 
PR00289B 11.74 1.89e-09 502-514 
IPB002870C 11.01 3. 16e-09 300-310 


964 


IPB003191 


Guanylate-binding protein 


IPB003191N 9.33 3.37e-09 779-809 


964 


PR00480 


Astacin family signature II 


PR00480B 14.35 3.45e-09 359-377 


964 


IPB001422 


Neuromodulin (GAP-43) 


IPB001422C 16.82 4.49e-09 777-812 


965 


IPB000329 


Uteroglobin family 


IPB000329A 11.99 3.57e-10 1-16 


965 


PR00486 


Uteroglobin signature I 


PR00486A 6.53 9.03e-09 2-16 


966 


IPB000407 


GDA1/CD39 family of nucleoside 
phosphatase 


IPB000407C 15.11 5.50e-24 175-197 
IPB000407D 11.44 2. 16e-14 216-229 
IPB000407B 8.75 3.86e-13 132-143 
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IPB000407F 16.53 3.89e-12 422-436 
IPB000407A 11.93 5.30e-12 56-67 
IPB000407E 19.08 8.20e-ll 342-358 
IPB000407G 17.95 8.20e-ll 455-469 


967 


IPB001073 


Complement Clq protein 


IPB001073B 20.88 5.78e-23 96-130 
IPB001073C. 13.07 4.50e-13 163-182 
IPB001073A 22.14 6.55e-13 42-76 


J 967 


PR00007 


Complement C1Q domain signature 
II 


PR00007B 15.63 9.56e-13 116-135 
IPB001073D7.60 1.00e-ll 195-204 
PR00007D 9.66 2.00e-ll 193-203 
PR00007C 16.13 7.38e-ll 163-184 
PR00007A 20.64 9.32e-10 89-115 


970 


IPB000721 


Gag gene protein p24 (core 
nucleocapsid protein) 


IPB000721E 14.33 1.57e-12 525-538 


970 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 6.09e-ll 206-243 
IPB003006A 17.51 1.00e-10 160-182 


970 


IPB001020 


Histidine phosphorylation site in HPr 
protein 


IPB001020B 19.38 4.53e-09 378-416 


971 


IPB001759 


Pentaxin family 


IPB001759D 18.25 4.67e-33 409-447 


971 


PR00895 


Pentaxin signature V 


PR00895E 12.84 4.19e-18 417-436 
PR00895D 14.46 2.38e-17 397-416 
PR00895C 12.82 3.18e-17 370-388 
IPB001759C 13.49 4.30e-17 370-388 
IPB001759A 29.51 1.82e-14 113-147 
PR00895A 14.28 8.83e-13 305-319 
PR00895B 14.42 1.45e-12 327-341 
IPB001759B 14.85 3.30e-ll 327-341 
IPB001759E 18.14 5.34e-ll 459-473 
PR00895F 15.89 9.50e-l 1 436-450 


973 


IPB002889 


WSC domain 


IPB002889B 11.76 5.15e-13 453-499 
IPB002889B 11.76 1.55e- 12 445-491 
IPB002889B 11.76 4.1 8e-12 458-504 


973 


IPB001871 


bZIP (Basic-leucine zipper) 
transcription factor family 


IPB001871 8.42 8.65e-12 633-645 
IPB002889B 11.76 8.79e-12 447-493 
IPB002889B 11.76 9.89e-12 440-486 
IPB002889B 11.76 2.59e-l 1 439-485 
IPB0028S9B 11.76 4.49e-ll 441-487 
IPB002889B 11.76 5.13e-ll 454-500 
IPB002889B 11.76 5.87e-l 1 437-483 
IPB002889B 11.76 6.72e-ll 448-494 


973 


PR00043 


Jun transcription factor signature II 


PR00043B 8.71 8.92e-ll 633-649 


973 


PRO 1449 


Calcium-activated BK potassium 
channel alpha subunit signature VIII 


PR01449H 2.34 9.85e-l 1 468-483 
IPB002889B 11.76 2. 19e- 10 449-495 
IPB002889B 11.76 2.58e-10 443-489 
IPB002889B 11.76 3. 87e-10 456-502 
IPB002889B 11.76 4.46e- 10 452-498 
IPB002889B 11.76 6.44e- 10 444-490 


973 


IPB002546 


Myogenic Basic domain 


IPB002546E 13.48 9.04e-10 464-481 
IPB002889B 11.76 9.41e-10 457-503 
IPB002889B 11.76 1.00e-09 461-507 
IPB002889B 11.76 1.28e-09 436-482 


973 


IPB000684 


Eukaryotic RNA polymerase II 
heptapeptide repeat 


IPB000684L 3.49 2.10e-09 445-487 
IPB002889C 9.89 2.21e-09 466-487 
PR01449H 2.34 2.50e-09 469-484 
PR01449H 2.34 2.50e-09 472-487 
PR01449H 2.34 2.59e-09 466-481 
PR01449H 2.34 2.59e-09 467-482 
PR01449H 2.34 3.03e-09 463-478 
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IPB002889B 11.76 4.09e-09 438-484 
PR01449H 2.34 4.18e-09 461-476 
PR01449H 2.34 4.18e-09 464-479 

PR01449H 7 %A A ^Sp-DQ All ARR 
IPB002889B 11 76 4 47e-0Q 
PR01449H 2.34 4.53e-09 453-468 
IPB002889B 11.76 5. 13e-09 442-488 
IPB002889B 11.76 5.31e-09 431-477 
IPB002546E 13.48 5.50e-09 469-486 
IPB002889B 11.76 6.62e-09 463-509 
IPB002889B 11 76 7 19e-09 462-508 
IPB002889B 11.76 8. 69e-09 450-496 
IPB000684L 3 49 8 83e-09 447-489 


977 


IPB001359 


Synapsin 


IPB001359H 22 58 1 95e-15 545-595 


977 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 3.00e-13 2087-2112 
IPB000822 14.67 1.86e-ll 2476-2501 
IPB001359H 22 58 4 46e-ll 539-589 
IPB000822 14.67 5.29e-ll 2362-2387 
IPB000822 14.67 6.57e-ll 472-497 
IPB000822 14.67 8.71e-ll 2253-2278 


977 


PR00049 


Wilm's tumour protein signature IV 


PR00049D 0.00 9.02e-ll 540-554 
PR00049D 0.00 9.17e-ll 541-555 


977 


IPB003861 


E4 protein 


IPB003861B 9.06 1.43e-10 547-561 


977 


IPB002999 


Tudor domain 


IPB002999C 10 33 2 00e-10 546-555 
IPB000S22 14.67 2.29e-10 110-135 
IPB001359H 22.58 2.67e-10 537-587 


977 


PR00048 


C2H2-type zinc finger signature I 


PR00048A 9.94 3.45e-10 2473-2486 
IPB001359H 22.58 5.08e-10 551-601 
IPB001359H 22.58 5 36e-10 541-591 


977 


PR01217 


Proline rich extensin signature VII 


PR01217G 4.02 6.94e-10 545-570 
IPB000822 14.67 1.00e-09 602-627 
PR00049D 0.00 2.98e-09 538-552 
PR00049D 0.00 3.29e-09 539-553 


977 


IPB002000 


Lysosome-associated membrane 
glycoprotein (Lamp) 


IPB002000D 5.87 3.72e-09 192-205 
PR00049D 0 00 3 90e-09 543-557 


977 


IPB000413 


Integrins alpha chain 


IPB000413A 13.51 4.33e-09 1509-1519 
IPB001359H 22.58 4.41e-09 547-597 
PR00049D 0.00 4.81e-09 537-551 


977 


PR00021 


Small proline-rich protein signature I 


PR00021A 3.31 5.38e-09 538-550 
IPB000822 14.67 5.50e-09 1894-1919 
IPB000S22 14.67 5.88e-09 1579-1604 
IPB001359H 22.58 5.89e-09 543-593 
PR00049D 0 00 6 O^p-OQ 101 -90S 

IPB000822 14.67 6.62e-09 1662-1687 


977 


PR00239 


Molluscan rhodopsin C-terminal tail 
signature V 


PR00239E 1.29 6.97e-09 542-553 
IPB000822 14 67 7 OOp-OQ 90^^-9078 

IPB001359H 22.58 7.03e-09 546-596 
PR00048B 5.52 7.50e-09 2100-2109 
IPB002999B 7.50 7.55e-09 545-553 
IPB002999B 7.50 7.55e-09 546-554 
IPB000822 14.67 8.12e-09 21 16-2141 
IPB000822 14.67 8.50e-09 1267-1292 


977 


PR00776 


Hemoglobinase (CI 3) cysteine 
protease signature IV 


PR00776D 11.72 8.62e-09 2447-2466 
IPB001359H 22.58 8.95e-09 558-608 
IPB002000D 5.87 9.49e-09 542-555 


977 


PR00211 


Glutelin signature II 


PR00211B 0.86 9.92e-09 551-571 
IPB000822 14.67 1.00e-08 1032-1057 
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I 980 


PR00834 


HtrA/DegQ protease family signature 
III 


PR00834C 15.48 6.8 le-20 237-261 
PR00834D 11.75 9.45e-18 275-292 


980 


IPB002350 


Kazal-type serine protease inhibitor 
family 


IPB002350 31.78 6.52e-17 73-113 
PR00834B 10.17 6.63e-14 196-216 
PR00834E 13.43 9.13e-13 297-314 


980 


IPB000867 


Insulin-like growth factor-binding 
protein 


IPB000867B 11.44 1.94e-12 23-39 


980 


IPB000126 


"Serine proteases, V8 family" 


IPB000126B 12.50 3.32e-12 280-296 
PR00834F 11.11 3.25e-ll 389-401 
PR00834A 8.79 5.83e-ll 175-187 
IPB000126A 11.75 5.69e-10 173-188 


980 


PR00290 


Kazal-type serine protease inhibitor 
signature II 


PR00290B 16.63 2.80e-09 84-95 


980 


PR00722 


Chymotrypsin serine protease family 
(SI) signature III 


PR00722C 10.74 4.10e-09 283-295 


980 


PRO 1424 


Transforming growth factor beta 1 
precursor signature I 


PR01424A 6.58 8.24e-09 8-27 


980 


IPB001489 


Heat-stable enterotoxin 


IPB001489 13.51 8.78e-09 26-38 


981 


PR00792 


Pepsin (Al) aspartic protease family 
signature I 


PR00792A 11.02 5.32e-17 80-100 


981 


IPB001969 


Eukaryotic and viral aspartic protease 
active site 


IPB001969A 16.37 5.15e-13 87-103 
PR00792D 11.77 1.00e-12 395-410 
PR00792C 8.65 6.29e-12 312-323 
IPB001969A 16.37 7.00e-10 310-326 


982 


IPB000917 


Sulfatase 


IPB000917A 9.52 5.26e-10 44-55 


984 


IPB000834 


"Zinc carboxypeptidases, 
carboxypeptidase A metalloprotease 
(M14) family" 


IPB000834B 13.51 2.50e-17 103-117 


984 


PR00765 


Carboxypeptidase A metalloprotease 
(M14) family signature II 


PR00765B 14.48 1.39e-15 99-113 
IPB000834C 17.20 2.80e-15 172-188 
IPB000834G 14.46 4.50e-15 318-333 
IPB000834D 18.95 4.72e-12 199-225 
PR00765D 14.06 9.45e-12 233-246 
PR00765C 10.88 1.82e-10 179-187 
IPB000834F 12.40 4.21e-10 285-297 
IPB000834E 9.80 2.15e-09 228-242 


985 


IPB000834 


"Zinc carboxypeptidases, 
carboxypeptidase A metalloprotease 
(Ml 4) family" 


IPB000834B 13.51 2.50e-17 103-117 


985 


PR00765 


Carboxypeptidase A metalloprotease 
(Ml 4) family signature II 


PR00765B 14.48 1.39e-15 99-113 
IPB000834C 17.20 2.80e-15 172-188 
IPB000834G 14.46 4.50e-15 318-333 
IPB000834D 18.95 4.72e-12 199-225 
PR00765D 14.06 9.45e-12 233-246 
PR00765C 10.88 1.82e-10 179-187 
IPB000834F 12.40 4.21e-10 285-297 
IPB000834E 9.80 2.15e-09 228-242 


986 


IPB002871 


NifU-like N terminal domain 


IPB002871C 16.51 1.60e-33 81-113 
IPB002871D 14.11 6.87e-21 131-153 
IPB002871A 14.39 2.17e-17 35-50 
IPB002871B 12.43 6.79e-14 62-74 


990 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 8.29e-ll 94-119 


990 


PR00048 


C2H2-type zinc finger signature II 


PR00048B 5.52 9.50e-09 107-116 


991 


IPB003527 


MAP kinase 


IPB003527D 21.53 5.58e-23 185-226 
IPB003527G 17.26 8.24e-22 285-322 
IPB003527C 14.70 3.05e-19 124-172 


991 


IPB001245 


Tyrosine kinase catalytic domain 


IPB00 1245 A 22.45 5.50e-17 132-172 



r 
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991 


IPB000959 


POLO box duplicated region 


IPB000959B 15.68 7.19e-17 116-156 
IPB001245B 21.68 1.39e-15 192-230 


991 


IPB001772 


Kinase associated domain 1 


IPB001772C 20.66 3.92e-14 127-157 


991 


IPB000095 


PAK-box /P21-Rho-binding 


IPB000095C 13.36 7.91e-13 46-82 
IPB003527A 17.00 6.14e-12 26-51 


991 


IPB000861 


PKN/rhophilin/rhotekin rho-binding 
repeat 


IPB000861G 13.73 7.44e-12 194-243 


991 


EPB000961 


Protein kinase C-terminal domain 


IPB000961D 21.23 5.91e-ll 188-229 
IPB003527B 11.51 9.15e-ll 98-116 


991 


PR00109 


Tyrosine kinase catalytic domain 
signature II 


PR00109B 11.07 9.10e-10 139-157 
IPB000961C 15.48 8.83e-09 139-173 


992 


PR01432 


Rabaptin signature XI 


PR01432K 2.19 8.43e-09 976-998 


994 


IPB001073 


Complement Clq protein 


IPB001073B 20.88 7.26e-29 175-209 


994 


IPB001442 


C-terminal tandem repeated domain 
in type 4 procollagen 


IPB001442A26.12 8.93e-27 75-127 


994 


IPB000885 


Fibrillar collagen C-terminal domain 


IPB000885B 19.15 2.83e-26 74-127 
IPB000885B 19.15 7.37e-23 80-133 
IPB001442A 26.12 7.39e-23 72-124 
IPB000885B 19.15 8.75e-23 77-130 
IPB000885A 11.46 1.79e-21 82-119 
IPB001073A 22.14 2.24e-21 78-112 
TPR000S85A 1 1 dft 1 £4p-? 1 7Q-116 

IPB000885A 11.46 5.11e-21 76-113 
IPB000885B 19.15 5.89e-21 71-124 
IPB000885B 19.15 7.56e-21 68-121 
IPB001442A 26.12 8.15e-21 66-118 
IPB001442A 26.12 8.40e-21 69-121 
IPB000885B 19.15 2.97e-20 62-115 
IPR001442A 26 19 ^ 7?e-?0 7K-1^0 

IPB000885A 11.46 4.00e-20 70-107 
IPB001442A 26.12 5.62e-20 63-115 


994 


PR00007 


Complement C1Q domain signature I 


PR00007A 20.64 6.54e-20 168-194 
IPB000885A 11.46 8.20e-20 73-110 
IPB001442A 26.12 9.64e-20 84-136 
IPB001442A 26.12 3.69e-19 87-139 
IPB001442A 26.12 5.09e-19 60-112 
IPB001442A 26.12 7.43e-19 81-133 
IPB000885B 19.15 3.81e-18 83 


994 


IPB000S17 


Prion protein 


IPB000817A 8.34 9.51e-10 76-118 

TPR001449R 19 1 Oft^-OQ 106-19^ 

IPB000885A 11.46 4.12e-09 58-95 
IPB001442R 12 IS 5 01 e-09 07-1 1 7 

IPB000817A 8.34 6.12e-09 77-119 
IPB001442B 1? 38 7 32e-09 73-93 
IPB000885A 11.46 7.34e-09 106-143 
IPB001442B 12.38 7.93e-09 70-90 
IPB000885A 11 46 8 16e-09 55-92 
IPB000885B 19.15 8.77e-09 101-154 
IPB000817A 8.34 9.43e-09 65-107 


996 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 4.24e-10 311-348 


997 


IPB001895 


Guanine-nucleotide dissociation 
stimulators CDC25 family 


IPB001895C 20.83 7.84e-30 1077-1112 
IPB001895D 18.68 1.00e-20 1174-1197 


997 


IPB001331 


Guanine-nucleotide dissociation 
stimulators CDC24 family 


IPB001331C 16.09 1.00e-18 377-402 
IPB001895B 16.80 3.10e-15 1005-1025 
IPB001331B 19.33 7.00e-09 326-341 


999 


IPB002360 


Involucrin 


IPB002360C 15.36 3.70e-09 198-239 
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999 


IPB000135 


High mobility group proteins HMG1 
and HMG2 


IPB000135D 2.13 3.91e-09 202-226 


999 


PR00169 


Potassium channel signature I 


PR00169A 17.48 5.50e-09 68-87 


999 


PR01083 


Lymphocyte-specific protein 
signature I 


PR01083A 8.60 9.61e-09 214-237 


1001 


IPB000492 


Protamine 2 (PRM2) 


IPB000492B 5.26 5.11e-09 788-822 


1001 


IPB000221 


Protamine PI 


IPB000221 5.48 7.46e-09 945-971 
IPB000221 5.48 8.85e-09 831-857 


1002 


IPB003403 


Herpesvirus immediate early protein 


IPB003403E 17.25 6.47e-10 52-79 


1002 


IPB001841 


RING finger 


IPB001841 10.69 3.84e-09 126-135 


1002 


IPB000492 


Protamine 2 (PRM2) 


IPB000492B 5.26 5.11e-09 997-1031 


1002 


IPB000221 


Protamine P 1 


IPB000221 5 48 7 46e-09 1154-1180 
IPB000221 5.48 8.85e-09 1040-1066 


1003 


PR00320 


G protein beta WD-40 repeat 
signature I 


PR00320A 13.15 4.32e-12 1132-1146 
PR00320C 12 32 3 14e-l 1 1 132-1 146 
PR00320B 12.82 7.55e-ll 1132-1146 
PR00320A 13.15 8.92e-10 1091-1105 
PR00320C 12.32 1.33e-09 1091-1105 


1003 


IPB001680 


G-protein beta WD-40 repeats 


IPB001680 10.43 1.45e-09 1134-1145 
PR00320B 12.82 2.24e-09 1091-1105 
PR00320A 13.15 4.86e-09 789-803 


1003 


PRO 1472 


Intercellular adhesion 
molecule/vascular cell adhesion 
molecule- 1 signature I 


PR01472A 16.78 9.82e-09 1154-1170 


1004 


IPB000433 


ZZ Zinc finger 


IPB000433 14.10 8.20e-18 21-37 


1004 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 7.86e-10 80-105 


1006 


IPB000008 


C2 domain 


IPB000008C 23.37 8.91e-26 323-362 
IPB000008D 14.83 1.23e-12 378-396 
IPB000008B 17.91 3.09e-09 281-298 
IPB000008E 14 84 3 90e-09 401-41 1 


1007 


IPB000135 


High mobility group proteins HMG1 
and HMG2 


IPB000135D 2.13 5.9 le- 11 877-901 
IPB000135D 2.13 7.44e-ll 885-909 
IPB000135D2.13 7.85e-ll 887-911 
IPB000135D 2.13 3.05e-10 883-907 
IPB000135D 2.13 5.11e-10 881-905 
IPB000135D 2.13 8.14e-10 888-912 
IPB000135D 2 13 2 27e-09 876-900 
IPB000135D 2.13 2.27e-09 882-906 
IPB000135D 2.13 2.36e-09 880-904 


1007 


PR00806 


Vinculin signature IV 


PR00806D 11.95 3.78e-09 564-579 
IPB000135D 2.13 3.91e-09 874-898 
IPB000135D 2.13 4.45e-09 889-913 
IPB000135D 2.13 6.36e-09 884-908 
IPB000135D 2 13 7 OOe-OQ 879-90^ 
IPB000135D2 13 7 lSe-09 886-910 
IPB000135D 2 13 9 27e-09 920-944 


1008 


IPB000135 


High mobility group proteins HMG1 
and HMG2 


IPB000135D 2.13 8.85e-21 560-584 
IPB000135D 2.13 2.47e-19 559-583 
IPB000135D 2.13 7.87e-19 561-585 
IPB000135D 2.13 8.53e-19 563-587 
IPB000135D 2.13 9.35e-19 558-582 
IPB000135D 2.13 7.25e-18 564-588 
IPB000135D 2.13 7.43e-17 55 


1008 


IPB003403 


Herpesvirus immediate early protein 


IPB003403E 17.25 6.81e-10 560-587 


1008 


IPB003874 


CDC45-like protein 


IPB003874C 5.49 1.24e-09 571-582 


1008 


IPB001990 


Granins (chromogranin or 
secretogranin) 


IPB001990C 33.59 3.49e-09 538-585 
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1008 


1 IPB000637 


HMG-I and HMG-Y DNA-binding 
domain (A+T-hook) 


IPB000637B 14.21 5.64e-09 568-586 
IPB000135D 2.13 6.09e-09 545-569 


1008 


IPB001580 


Calreticulin family 


IPB001580F 2.93 9.10e-09 573-582 


1009 


PR00405 


HIV Rev interacting protein 
signature II 


PR00405B 10.10 2.93e-17 281-298 
PR00405A 18.83 3.86e-14 262-281 


1009 


PR00452 


SH3 domain signature II 


PR00452B 1 1.47 9.70e-10 895-910 
PR00405C 18.05 3.95e-09 302-323 


1009 


IPB003134 


Repeat in HSl/Cortactin 


IPB003134H 12.06 4.27e-09 880-929 


1009 


PR00910 


Luteovirus ORF6 protein signature I 


PR00910A 2.74 8.71e-09 335-347 


1011 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 8.71e-12 218-255 
IPB003006B 20.23 9. 14e-12 5 1 1-548 
IPB003006B 20.23 1.00e-ll 318-355 


1011 


PR01536 


Interleukin-1 receptor type I and type 
II family signature III 


PR01536C 19.92 9.23e-l 1 617-640 
IPB003006B 20.23 6.40e-10 124-161 
IPB003006B 20.23 9.64e-10 610-647 
IPB003006B 20.23 7.58e-09 21-58 
IPB003006B 20.23 8.62e-09 416-453 
PR01536C 19.92 9.19e-09 225-248 


1015 


IPB002048 


EF-hand family 


IPB002048 7.91 2.29e- 1 1 147- 1 59 


1015 


PR00450 


Recoverin family signature III 


PR00450C 1 1.99 1.58e~09 33-54 
IPB002048 7.91 8.58e-09 74-86 


1016 


IPB003846 


Uncharacterized protein family 
UPF0061 


IPB003846E 18.41 1.00e-40 136-174 
IPB003846F 24.67 9.36e-31 175-210 
IPB003846D 28.31 1.61e-17 52-94 
IPB003846G 13.31 5.09e-09 268-278 


1017 


IPB003846 


Uncharacterized protein family 
UPF0061 


IPB003846C 15.01 1.00e-40 176-219 
IPB003846E 18.41 1.00e-40 468-506 
IPB003 846F 24.67 9.36e-3 1 507-542 
IPB003846D 28.31 7.86e-25 235-277 
IPB003846B 13.03 2.00e-ll 148-159 
IPB003846A 5.99 3.25e-ll 140-146 
IPB003846G 13.31 5.09e-09 600-610 


1017 


PRO 1548 


Meiotic recombination protein 
reel 14 signature I 


PR01548A 10.11 6.52e-09 238-258 


1018 


PR00237 


Rhodopsin-like GPCR superfamily 
signature V 


PR00237E 13.03 3.12e-16 236-259 


1018 


PR00238 


Opsin signature II 


PR0023SB 16.77 4.52e-14 208-220 
PR00237D 9.76 7.92e-14 186-207 
PR00237B 12.45 1.39e-13 105-126 
PR00237F 14.34 1.67e-13 294-318 
PR00237C 14.77 2.00e-13 150-172 
PR00237G 19.23 4.00e-13 332-358 


1018 


IPB000276 


Rhodopsin-like GPCR superfamily 


IPB000276B 4.97 6.62e-13 244-255 
PR00237A 9.81 7.00e-12 72-96 
IPB000276A 11.56 5.24e-ll 164-175 
IPB000276D 9.40 4.52e-10 342-358 
PR00238A 12.47 6.65e-09 93-105 


1018 


PR00667 


Retinal pigment epithelium-retinal 
GPCR signature II 


PR00667B 10.86 8.80e-09 91-106 


1019 


PR00019 


Leucine-rich repeat signature I 


PR00019A 11.72 2.80e-13 378-391 
PR00019B 11.42 2.33e-10 131-144 
PR00019B 11.42 6.33e-10 375-388 
PR00019B 1 1.42 3.73e-09 225-238 
PR00019B 1 1.42 4.00e-09 249-262 
PR00019A 11.72 4.55e-09 252-265 
PR00019A 11.72 8.09e-09 134-147 


1021 


IPB001895 


Guanine-nucleotide dissociation 


IPB001895C 20.83 3.00e-28 984-1019 
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stimulators CDC25 family 


IPB001895D 18.68 8.56e-17 1082-1105 
IPB001895B 16.80 4.30e-15 913-933 


1021 


IPB000595 


Cyclic nucleotide-binding domain 


IPB000595B 15.72 6.40e-ll 355-378 


1021 


IPB003351 


Dishevelled specific domain 


IPB003351F 12.17 4.43e-10 615-641 


1021 


IPB001478 


PDZ domain (also known as DHR or 
GLGF) 


IPB001478B 6.12 3.25e-09 625-634 


1021 


PR00834 


HtrA/DegQ protease family signature 
VI 


PR00834F 11.11 6.03e-09 621-633 


1022 


IPB001895 


Guanine-nucleotide dissociation 
stimulators CDC25 family 


IPB001895C 20.83 3.00e-28 934-969 
IPB001895D 18.68 8.56e-17 1032-1055 
IPB001895B 16.80 4.30e-15 863-883 


1022 


IPB000595 


Cyclic nucleotide-binding domain 


IPB000595B 15.72 6.40e-ll 305-328 


1022 


IPB003351 


Dishevelled specific domain 


IPB003351F 12.17 4.43e-10 565-591 


1022 


IPB001478 


PDZ domain (also known as DHR or 
GLGF) 


IPB001478B 6.12 3.25e-09 575-584 


1022 


PR00834 


HtrA/DegQ protease family signature 
VI 


PR00834F 11.11 6.03e-09 571-583 


1024 


PR00907 


Thrombomodulin signature VIII 


PR00907H 1.34 7.64e-09 376-400 


1025 


PR00907 


Thrombomodulin signature VIII 


PR00907H 1.34 7.64e-09 338-362 


1027 


IPB003452 


Stem cell factor 


IPB003452A 12.58 1.00e-40 1-41 
IPB003452D 16.80 1.00e-40 173-211 
IPB003452C 13.68 6.76e-37 131-164 
IPB003452B 19 11 2 09e-1S 5^-101 

IPB003452B 19.11 8.06e-17 43-91 


1028 


PR00205 


Cadherin signature II 


PR00205B 20.09 1.00e-19 150-179 
PR00205D 12.22 9.31e-19 238-257 
PR00205F 19.57 3.37e-17 316-342 
PR00205B 20.09 6.67e-16 374-403 
PR00205B 20.09 2.20e~15 259-288 
PR00205A 17.38 6.82e-14 90-109 
PR00205F 19.57 1.00e-13 97-123 
PR00205F 19.57 6.70e-13 427-453 


1028 


IPB002126 


Cadherin domain 


IPB002126A 14.68 9.40e-13 101-117 

TPR009 1 96R 19 fid 1 7^p> 19 947 9£A 

PR00205G 13.05 4,30e-12 241-258 
PR00205G 13.05 4.65e-ll 499-516 
IPB002126B 12.04 1.29e-10 138-155 
PR00205E 10.82 2. 17e- 10 372-385 
PR00205E 10.82 3.35e-10 257-270 
IPB002126A 14.68 6.09e-10 431-447 
PR00205D 12.22 6.55e-10 496-515 
PR0090SA 17 18 1 1 9p-00 490-41Q 

PR00205D 12.22 5.33e-09 129-148 


1029 


PR00205 


Cadherin signature II 


PR00205B 20.09 1.00e-19 150-179 
PR00205D 12.22 9.31e-19 238-257 
PR00205F 19.57 3.37e-17 316-342 
PR00205B 20.09 6.67e~16 374-403 
PR00205B 20.09 2.20e-15 259-288 
PR00205A 17.38 6.82e-14 90-109 
PR00205F 19.57 1.00e-13 97-123 
PR00205F 19.57 6.70e-13 427-453 


1029 


IPB002126 


Cadherin domain 


IPB002126A 14.68 9.40e-13 101-117 
IPB002126B 12.04 1.75e- 12 247-264 
PR00205G 13.05 4.30e-12 241-258 
PR00205G 13.05 4.65e-l 1 461-478 
IPB002126B 12.04 1.29e-10 138-155 
PR00205E 10.82 2. 17e-10 372-385 
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PR00205E 10.82 3.35e-10 257-270 
IPB002126A 14.68 6. 09e- 10 431-447 
PR00205D 12.22 6.55e-10 458-477 
PR00205A 17.38 3.12e-09 420-439 
PR00205D 12.22 5.33e-09 129-148 


1030 


PR00124 


ATP synthase C subunit signature I 


PR00124A 8.69 9.33e-10 41-60 


1030 


PR01131 


Connexin36 (Cx36) signature II 


PR01131B 3.45 3.17e-09 58-70 
PR00124A 8.69 6.70e-09 43-62 


1030 


IPB003836 


Glucokinase 


IPB003836D 23 37 7 59e-09 48-81 


1030 


PR01516 


Kv4. 1 voltage-gated K4- channel 
signature VII 


PR01516G 4.80 8.98e-09 79-90 


1031 


IPB000180 


Renal dipeptidase 


IPB000180B 21.72 7.92e-34 242-281 
IPB000180A 30.29 1.00e-33 172-215 
IPB000180C 22.01 5.67e-27 287-321 


1032 


IPB002027 


Amino acid permease 


IPB002027D 22.00 4.13e-25 325-364 
IPB002027C 19.67 2.74e-22 244-282 
IPB002027A 18.88 3.77e-16 47-75 
IPB002027B 12.67 7.97e-12 180-199 


1033 


IPB000559 


Formate-tetrahydrofolate ligase 


IPB000559C 13.05 l.OOe-40 453-502 

TPROOn^^QF 19 7S 1 ODp-AO (k e \'X ICYX 
LrD\j\j\JDjyr iz,. i o j.,uuc-w ujj-/Uj 

IPB000559G 15.54 l.OOe-40 707-755 

IPB000559D 22.27 4.33e-37 554-594 

IPB000559E 17 08 7 39e-36 595-636 

IPB000559K 1^ 77 8 96e-35 933-968 

IPB000559B 12.60 2.88e-32 413-441 

IPB000559J 17 25 5 94e-32 900-932 

IPB000559H 20.31 2.72e-26 770-810 

IPB000559A 24.17 6.11e-25 368-412 

IPB000559I 15.05 6.35e-18 856-880 


1033 


PR00085 


Tetrahydrofolate 
dehydrogenase/cyclohydrolase 
family signature III 


PR00085C 13.81 5.70e-14 169-190 
PR00085B 16.65 1.23e-09 136-163 


1034 


IPB000560 


Histidine acid phosphatase 


IPB000560 17.02 1.00e-ll 378-400 


1035 


IPB001331 


Guanine-nucleotide dissociation 
stimulators CDC24 family 


IPB001331C 16.09 2.40e-12 911-936 


1035 


PR00049 


Wilm's tumour protein signature IV 


PR00049D 0.00 4.81e-09 1125-1139 


1035 


PR00834 


HtrA/DegQ protease family signature 
VI 


PR00834F 11.11 5.24e-09 82-94 
PR00049D 0.00 5.73e-09 147-161 


1035 


1PB001478 


PDZ domain (also known as DHR or 
GLGF) 


IPB001478B 6.12 7.19e-09 86-95 


1035 


IPB002532 


Hantavirus glycoprotein G2 


IPB002532J 16.97 8.37e-09 936-972 


1035 


PR00554 


Adenosine A2B receptor signature II 


PR00554B 12.52 8.85e-09 724-732 


1037 


PR00390 


Phospholipase C signature I 


PR00390A 14.24 6.34e-20 295-313 


1037 


IPB002048 


EF-hand family 


IPB002048 7.91 3.84e-09 147-159 


1039 


PR00245 


Olf actor v receptor signature III 


PR00245C 14 65 5 26e-17 175-191 
PR00245E 8.96 2.73e-13 282-293 
PR00245B 13.73 1 39e-12 128-140 
PR00245D 9.34 9.33e-ll 235-244 


1039 


IPB000276 


Rhodopsin-like GPCR superfamily 


IPB000276A 11.56 1.47e-10 117-128 
PR00245A 10.98 8.80e-10 91-102 
IPB000276D 9.40 9.61e-10 281-297 


1039 


PR00896 


Vasopressin receptor signature II 


PR00896B 9.36 5.50e-09 54-65 


1039 


PR00534 


Melanocortin receptor family 
signature I 


PR00534A 12.77 5.70e-09 50-62 


1039 


PR00237 


Rhodopsin-like GPCR superfamily 
signature II 


PR00237B 12.45 7.16e-09 58-79 
PR00237E 13.03 8.20e-09 198-221 


1039 


IPB003211 


AmiS/Urel family transporter 


IPB003211A 15.05 9.43e-09 27-66 
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1040 



1040 



1040 



IPB003367 



IPB001881 



IPB003129 



Thrombospondin type 3 repeat 



Calcium-binding EGF-like domain 



Thrombospondin N-terminal -like 
domains 



IPB003367C 20.73 1.00e-40 428-478 
IPB003367D 18.41 1.00e-40 479-521 
IPB003367E 16.82 1.00e-40 522-569 
IPB003367F 16.21 1.00e-40 580-629 
IPB003367G 17.08 1.00e-40 630-671 
IPB003367H 15.25 1.00e-40 672-704 
IPB003367J 18.60 1.00 



IPB001881B 12.28 4.79e-ll 303-314 
IPB003367E 16.82 5.67e-ll 404-451 
IPB003367C 20.73 5.96e-ll 510-560 
IPB003367E 16.82 6.83e-ll 425-472 
IPB003367C 20.73 2.38e-10 588-638 
IPB003367C 20.73 6.35e-10 548-598 



IPB003129B 23.30 7.86e-10 33-58 
IPB003367C 20.73 8.46e-10 451-501 
IPB003367E 16.82 8.88e-10 560-607 
IPB003367C 20.73 6.20e-09 392-442 
IPB003367E 16.82 6.95e-09 463-510 



1040 



IPB001774 



Delta serrate ligand 



IPB001774D 19.23 9.91e-09 226-272 



1042 



IPB000109 



PTR peptide transporters (PTR2) 



IPB000109D 25.09 6.67e-32 430-477 
IPB000109B 29.23 4.18e-23 67-119 
IPB000109A 10.85 3.79e-15 44-62 
IPB000109C 8.21 7.00e-14 195-207 



1042 



PR00308 



Type I antifreeze protein signature III 



PR00308C 2.79 2.78e-09 20-29 



1042 



PRO 1471 



Histamine H3 receptor signature II 



PR01471B 12.38 9.63e-09 24-42 



1043 



IPB003104 



Formin Homology 2 Domain 



IPB003104B 18.83 6.87e-21 785-814 
IPB003104C 20.33 1.27e-14 957-984 



1043 



IPB001073 



Complement Clq protein 



IPB001073A 22.14 3.25e-09 545-579 



1043 



IPB001359 



1043 



PRO 1471 



1044 



IPB001909 



1044 



IPB000822 



Synapsin 



IPB001359H 22.58 7.99e-09 553-603 



Histamine H3 receptor signature V 



PR01471E5.41 8. 14e-09 543-558 



KRAB box 



IPB001909 17.37 6.32e-2S 10-44 



"Zinc finger, C2H2 type" 



IPB000822 
IPB000822 
IPB000822 
IPB000822 
IPB000822 
IPB000822 
IPB000822 
IPB000822 
IPB000822 
IPB000822 
IPB000822 
IPB000822 
IPB000822 
IPB000822 
IPB000822 
IPB000822 
IPB000822 



14.67 
14.67 
14.67 
14,67 
14.67 
14,67 
14.67 
14.67 
14.67 
14.67 
14,67 
14.67 
14.67 
14.67 
14.67 
14.67 
14.67 



9.10e-22 
9.18e-21 
5.50e-19 
6.25e-19 
7.23e-18 
9.31e-18 
2.29e-17 
8.07e-17 
9.36e-17 
2.20e-16 
5.20e-16 
5.20e-16 
5.80e-16 
8.20e-16 
8.80e-16 

4.94e-15 



592-617 
228-253 
452-477 
284-309 
368-393 
144-169 
536-561 
480-505 
256-281 
340-365 
172-197 
200-225 
564-589 
396-421 
424-449 
508-533 
620-645 



1044 



PR00048 



C2H2-type zinc finger signature I 



PR00048A 
PR00048A 
IPB000822 
PR00048A 
PR00048A 
IPB000822 



9.94 5.50e-15 589-602 
9.94 6.40e-15 253-266 
14.67 1.00e-14 312-337 
9.94 5.15e-14 533-546 
9.94 6.79e- 13 393-406 
14.67 7.50e-13 116-141 



1044 



IPB001275 



DM DNA binding domain 



IPB001275 
PR00048A 
PR00048A 



19.17 9.86e-13 580-619 
9.94 1.53e-12 477-490 
9.94 5.24e-12 561-574 
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PR00048A 9.94 5.76e-12 225-238 
IPB001275 19 17 8 66e- 12 244-283 
PR00048A 9.94 9 47e~12 281-294 
PR00048A9.94 1.00e-ll 141-154 


1044 


IPB001222 


TFIIS zinc ribbon domain 

-ft- -ft. -ft ft- V-^r &JX11V ilW WWII V>V/li,4UJlJlJ> 


IPB00 1222 24.63 5 69e-09 116-152 
PR00048B 5.52 7.00e-09 493-502 
PR00048A 9.94 7.37e-09 421-434 
PR00048A 9.94 9.25e-09 449-462 
IPB001222 24.63 9.49e-09 144-180 


1044 


IPB002801 


Aspartate carbamoyltransferase 
regulatory chain 


IPB002801C 14.18 9.50e-09 254-270 
PR00048B 5.52 9.50e-09 381-390 


1046 


IPB003137 


Protease associated (PA) domain 


IPB003137 22.40 2.50e-19 188-218 


1048 


IPB001627 


Sema domain 


IPB001627J 11.43 2.40e-ll 403-419 
IPB001627K 13.76 6.58e-ll 477-489 


1048 


IPB0021 65 


Plexin repeat 

JL 


IPB002165D 14.72 7.91e-ll 477-489 


1049 


IPB000243 


Proteasome B-type subunit 


IPB000243C 13.61 8.80e-09 52-62 


1049 


PR00766 


Amilori de-sensitive amine oxidase 
signature VII 


PR00766G 10.85 9.23e-09 91-111 


1050 


IPB001140 


ABC transporter transmembrane 
region 


IPB001140B 15.62 4.95e-14 138-176 


1051 


IPB000433 


ZZ Zinc finger 


IPB000433 14.10 8.20e-18 21-37 


1051 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000S22 14.67 7.86e-10 80-105 


1052 


IPB000353 


"Class II histocompatibility antigen, 
beta chain, beta-1 domain" 


IPB000353B 19.16 9.22e-14 133-182 


1052 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 4.43e-12 86-123 
IPB003006A 17.51 4.00e-ll 154-176 


1052 


IPB001003 


"MHC Class II, alpha chain, alpha- 1 
domain" i 


IPB001003B 14,72 5.40e-10 141-184 


1053 


PR00018 


Kringle domain signature I 


PR00018A 12.23 4.19e-09 36-51 


1055 


IPB001039 


"Major histocompatibility complex 
protein, Class I" 


IPB001039A 17.17 1.00e-40 15-68 
IPB001039B 27.55 1.00e-40 96-147 
IPB001039C 19.82 1.00e-40 177-230 
IPB001039D 16.49 1.00e-40 255-309 


1055 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 

ft JL 


IPB003006B 20.23 8.00e-30 261-298 
IPB003006A 17.51 1.00e-21 224-246 


1055 


IPB000353 


"Class II histocompatibility antigen, 
beta chain, beta-1 domain" 


IPB000353B 19.16 7.65e-14 203-252 


1055 


IPB003363 


Glycoprotein GG/GX 


IPB003363E 13.35 8.75e-ll 308-340 


1055 


IPB003705 


Cobalt transport protein CbiN 


IPB003705A 9.20 6.25e-09 316-332 
IPB000353C 20.11 7.97e-09 254-308 


1062 


PRO 13 82 


Claudin-9 signature IV 


PR01382D 12 38 1 lle-16 201-213 

-ft. X %_ w X — } VJA^J^ X *W » \*J X « -L ft. w X \J *W \-f X X^ X m+J 


1062 


IPB000729 


PMP-22/EMP/MP2 0 family 


IPB000729D 18.96 2.96e-16 160-187 
IPB000729C 37 83 7 91e-16 80-132 
PR01382A 12 00 1 17e-15 37-47 

X X X \-/ 4WX X. X *W « \»/ \J X • X / V* X «^ ftfeS / 1 / 


1062 


PRO 1077 


Claudin signature III 


PR01077C 13 60 1 47e-14 63-73 
PR01382C 5.67 5.14e-13 190-199 
PR01382B 7.06 L12e-12 91-100 
PR01077B 14.12 l.OOe- 10 49-55 
PR01077D 11.20 4.00e-10 146-152 
PR01077A 9.72 8.16e-09 21-30 


1064 


IPB001478 


PDZ domain (also known as DHR or 
GLGF) 


IPB001478B 6.12 5.50e-09 453-462 
IPB001478B 6.12 7.75e-09 258-267 


1066 


IPB002659 


Galactosyltransferase 


IPB002659A 26.24 4.80e-ll 92-133 


1067 


IPB001245 


Tyrosine kinase catalytic domain 


IPB001245A 22.45 7.60e-28 119-159 


1067 


IPB001772 


Kinase associated domain 1 


IPB001772C 20.66 9.25e-24 114-144 


1067 


IPB000961 


Protein kinase C-terminal domain 


IPB000961C 15.48 2.13e-22 126-160 
IPB001772D 21.67 4.55e-17 186-225 
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1067 


IPB000959 


POLO box duplicated region 


IPB000959B 15.68 8.60e-17 103-143 


1067 


IPB000095 


PAK-box /P21-Rho-binding 


IPB000095E 17.62 9.03e-17 127-172 


1067 


IPB003527 


; MAP kinase 


IPB003527C 14.70 1.95e-16 111-159 


1067 


IPB000861 


PKN/rhoohiHn/rhotekin rho-bindin 2 
repeat 


IPB000861F 16 50 1 55e-15 120-174 


1067 


! IPB000494 


"Eni dermal erowth-factor reeentor 

■L>pAU.Vl 1114X1 ill v/ > V til XUVLvi i VVVULvi 

(EGFR), L domain" 


IPB000494C 24 40 7 3Se-14 1 13-159 
IPB000959D 27.01 4.26e-13 226-278 
IPB00096 ID 21.23 7.19e-13 175-216 
IPB001245B 21.68 8.96e-13 179-217 
IPB003527A 17.00 7.85e-l 1 18-43 
IPB001772E 24 88 8 46e-ll 233-272 
IPB001772A 13.64 2.29e-10 9-40 
IPB003527G 17.26 3.37e-09 245-282 


1067 


PR00109 


Tyrosine Icinase catalvtic domain 
signature II 


PR00109B 11 07 4 23e-09 126-144 
IPB003527D 21.53 4.60e-09 172-213 


1068 


PRO 1254 


Prostaglandin D svnthase signature I 


PR01254A 12 32 3 37e-29 31-54 ' 
PR01254D 13 80 7 97e-27 109-132 
PR01254C 10.60 4.68e-22 74-92 
PR01254F 10.08 7.58e~21 162-180 
PR01254E 14.07 1.00e-18 145-159 


1068 


PR00179 


Lipocalin signature II 

- 


PR00179B 7.67 5.26e-13 120-132 
PR00179C 17.26 3.84e-12 148-163 
PR01254B 12.05 9.04e-12 57-67 


1068 


PRO 1275 


Neutrophil gelatinase lipocalin 
signature V 


PR01275E 6.38 1.72e-10 115-133 
PR00179A 13.97 3.25e-10 37-49 


1068 


PRO 12 15 


Alpha- 1 -microglobulin signature IV 


PR01215D 12.88 9.78e-10 111-130 


1068 


IPB000566 


Lipocalin and cytosolic fatty-acid 
binding protein 


IPB000566B 8.91 1.47e-09 120-130 


1068 


PRO 11 74 


Retinol binding protein signature VI 


PR01174F 11.76 3.96e-09 119-135 


1068 


PR01273 


Invertebrate colouration protein 
signature IV 


PR01273D 11.48 4.41e-09 120-134 
PR01275B 9.02 8.57e-09 39-49 


1069 


IPB000704 


"Casein kinase II, regulatory subunit" 


IPB000704B 17.35 6.26e-09 90-128 


1070 


IPB001464 


Annexin familv 


IPB001464D 25 42 1 00e-40 281-335 
IPB001464B 28.31 6.76e-40 151-203 
IPB001464A 31.17 1.27e-35 79-133 
IPB001464C 24.68 6.40e-30 214-253 


1070 


PR00196 


Annexin familv signature IV 


PR00196D 21 41 3 81e-22 210-245 
PR00196E 9.70 7.75e-21 299-319 


1070 


PR00201 


Annexin type V signature VII 


PR00201G 12.46 1.00e-20 299-325 
PR00196C 9.01 7.09e-20 136-157 
IPB001464B 28.31 4.88e-19 79-131 
PR001 96 A 12 07 2 42e-18 69-91 


1070 


PR00199 


Annexin type III signature VI 


PR00199F 15.67 5.10e-18 219-245 
IPB00 1 464D 25 42 9 2 1 e- 1 8 1 22-1 76 
IPB001464B 28.31 3.86e-17 235-287 
IPB001464A 31.17 6.68e-17 151-205 


1070 


PR00200 


Annexin tvne IV si omature VTT 


PR00200G 9 20 8 41 e- 17 299-325 
PR00199D 4.74 2.1 le-16 295-316 
PR00199G 9.85 5.29e-16 300-325 
PR00196C 9.01 5.96e-16 295-316 
PR00199D 4.74 7.04e-16 136-157 


1070 


PR00197 


Annexin type I signature IV 


PR00197D 7.59 7.56e-16 136-157 
PR00196B 11.03 9.3 le-16 109-125 


1070 


PR00198 


Annexin type II signature IV 


PR00198D 7.41 9.88e-16 136-157 
PR00200E 8.88 5.88e-15 136-157 
PR00197F 9.40 7.39e-15 299-319 


1070 


PR00202 


Annexin type VI signature VII 


PR00202G 8.03 9.71e-15 299-325 
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IPB001464A 31.17 1.85e-14 235-289 

rss\JKJLy/LJ / .Dy 1 .y*fe- 14 ZlO-o 10 

PR00196C 9.01 5.02e-14 64-85 

PR00199D 4.74 2.84e-13 64-85 
PR00198D 7.41 3.15e-13 295-316 PR00 


1071 


IPB000175 


Sodium: neurotransmitter symporter 
family 


IPB000175A 16.29 1.00e-40 52-101 
IPB000175C 15.09 1.00e-40 212-263 
IPB000175F 25.63 4.50e-38 467-506 
IPB000175E 21.88 5.95e-35 372-411 
IPB000175B 19.12 9.05e-33 139-173 


1071 


PR00176 


Sodium/chloride neurotransmitter 
symporter signature I 


PR00176A 16.97 3.25e-27 52-73 
PR00176C 10.57 7.86e-25 124-150 


1071 


PR01195 


GAT-1 GAB A neurotransmitter 
transporter signature II 


PR01195B 13.58 1.22e-24 194-211 
PR00176G 13.12 3.77e-22 458-478 

PR00176E 11.14 5.20e-21 322-342 

PPfVi17£P 11111 1Q r>n/z one 
JrxvUUI /Or 11.11 l.jOc-iy j /0-J7J 

IPB000175G 16.18 5.13e-19 528-550 
PR00176B 7.07 9.63e-19 81-100 
PRO 11 95 A 7.44 1.90e-18 18-32 
PR00176D 8.96 6.48e-18 239-256 
PR00176H 15.94 7.63e-18 498-518 
IPB000175D 23.45 1.28e-17 278-330 

PP01 1 Q-Sr* 1 S fO 1 1 4p-1 % lAR-^l 

IT JSXJ 1 1 27 J Kj IJ.Uz, LltC'lJ jfOO J / 


1072 








1073 


IPB001863 


Glypican 


IPB001863D 26.43 5.62e-33 250-294 

IPB001863B 38.78 1.45e-25 134-186 
IPB001863F 26 99 6 59e-22 429-463 
IPB001863C 20.17 1.37e-16 191-220 
IPB001863A 13 95 5 03e-15 56-71 
IPB001863G 11.32 4.68e-12 487-505 


1073 


PR00436 


Interleukin-8 signature I 


PR00436A 15.20 7.91e-10 1-24 


1073 


PR00049 


Wilm's tumour protein signature IV 


PR00049D 0.00 3.90e-09 515-529 


1073 


IPB001702 


General diffusion Gram-negative 


IPB001702D 9.64 1.00e-08 536-546 


1075 


IPB001675 


Glycosyltransferase family 29 


IPB001675A 26.48 5.76e-31 296-340 
IPB001675B 15.84 6.50e-15 434-456 


1075 


PRO 1329 


Kir 3. 3 inward rectifier K+ channel 
signature II 


PR01329B 8.30 9.29e-09 7-21 


1078 


IPB001599 


Alpha-2-macroglobulin family 


IPB001599L 18.66 7.84e-26 1244-1271 
IPB001599F 18.95 7.00e-24 785-814 
IPB001599H 18.42 6.40e-20 1019-1046 
IPB001599A 10.97 9.69e-18 123-141 
IPB001599N 24.85 2.24e-14 1437-1469 






1 1 7VT /"iff m 4* <-v-*4«yx^% J «a ft/ill 

JNetrin, i^-terminus 


1PBUU1 134C 1 /.oz 4. 13e-13 12!) /-1271 
ir iDyyrvL i .j.z> *+. / ic-i j 1joH-1j7J 

IPB001599G 13.87 8.94e-13 987-996 
IPB001599B 7.45 4.89e-12 209-221 
IPB001599D 11.61 6.90e-12 728-738 
IPB00 1 599J 20. 99 3 .00e- 11 1085-1110 
IPB001599I 10.83 7.60e-ll 1054-1063 
IPB001599K8.15 1.46e-10 1214-1225 
IPB001599C 14.40 3.55e-09 236-252 
IPB001599E 11.06 9.77e-09 755-764 


1079 


IPB001599 


Alpha-2-macroglobulin family 


IPB001599F 18.95 7.00e-24 799-828 
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IPB001599A 10.97 9.69e-18 136-154 
IPB001599B 7.45 4.89e-12 222-234 
IPB001599D 11.61 6.90e-12 742-752 
IPB001599C 14.40 3 55e-09 249-265 
IPB001599E 11.06 9.77e-09 769-778 


1080 


IPB001599 


Alpha-2-macroglobulin family 


IPB001599A 10.97 9.69e-18 123-141 
IPB001599B 7.45 4.89e-12 209-221 
IPB001599C 14.40 3.55e-09 236-252 


1081 


IPB001599 


Alpha-2-macroglobulin family 


IPB001599L 18.66 7.84e-26 1244-1271 
IPB001599F 18.95 7.00e-24 785-814 
IPB001599H 18.42 6.40e-20 1019-1046 
IPB001599N 24.85 7.69e-20 1437-1469 
IPB001599A 10.97 9.69e-18 123-141 


1081 


IPB001134 


"Netrin. C-terminus" 


IPB001134C 17 82 4 l^e-l^ 12S7-1971 

XX XJ\J\J X X J l V XI, O^w *T. X — ' \s 1J X JL+J 1 ~ XZ* 1 X 

IPB001599M 13.29 4.71e-13 1384-1395 
IPB001599G 13.87 8.94e-13 987-996 
IPB001599B 7.45 4.89e-12 209-221 
IPB001599D 11.61 6.90e-12 728-738 
IPB001599J 20.99 3.00e-ll 1085-1110 
IPB00 15991 10 83 7 60e-ll 1054-1063 
IPB001599K8.15 1.46e-10 1214-1225 
IPB001599C 14.40 3.55e-09 236-252 
IPB001599E 11.06 9.77e-09 755-764 


1082 


IPB001599 


Alpha-2-macroglobulin family 


IPB001599F 18.95 7.00e-24 786-815 
IPB001599A 10.97 9.69e-18 123-141 
IPB001599B 7.45 4.89e-12 209-221 
IPB001599D 11.61 6.90e-12 729-739 
IPB001599C 14.40 3.55e-09 236-252 
IPB001599E 1 1.06 9.77e-09 756-765 


1083 


IPB002018 


Carboxylesterases type-B 


IPB002018 21.41 2.38e-27 195-235 
IPB002018 21.41 2 47e-12 504-544 


1083 


PR00878 


Cholinesterase signature VI 


PR00878F 4 95 8 07e-09 460-472 


1084 


IPB000152 


Aspartic acid and asparagine 
hydroxylation site 


IPB000152 8.86 1.64e-16 1682-1697 
IPB000152 8.86 1.53e-15 1178-1193 
IPB000152 8.86 1.47e-14 1136-1151 
IPB000152 8.86 2.89e-14 1095-1110 
IPB000152 8.86 3.84e-14 932-947 
IPB000152 8.86 4.79e-14 1219-1234 
IPB000152 8.86 5.74e-14 642-657 
IPB000152 8.86 3.05e-13 1054-1069 


1084 


IPB001881 


Calcium-binding EGF-like domain 


IPB001881B 12 28 4 00e-13 1682-1693 


1084 


IPB003367 


Thrombospondin type 3 repeat 


IPB003367A 11 78 7 72e-13 1023-1043 
IPB001881B 12.28 7.75e-13 1095-1106 
IPB000152 8.86 9.18e-13 1261-1276 
IPB001881B 12.28 l.OOe- 12 642-653 
IPB001881B 12.28 2.20e-12 1483-1494 
IPB000152 8.86 6.40e-12 1483-1498 
IPB001881B 12.28 6.40e-12 1178-1189 
IPB001881B 12.28 8.20e-12 1261-1272 
IPB001881B 12.28 9.40e-12 1136-1147 


1084 


IPB003886 


Extracellular domain in nidogen 


IPB003886D 13.91 1.00e-ll 1136-1155 


1084 


PR00010 


Type II EGF-like signature III 


PR00010C 6.98 1.37e-ll 1687-1697 
IPB001881B 12.28 3.84e-ll 1219-1230 
PR00010C6.98 4.00e-ll 1183-1193 


1084 


IPB000033 


"Low-density lipoprotein (ldl) 
receptor, YWTD repeat" 


IPB000033B 7.05 4.24e-ll 1059-1069 
IPB001881B 12.28 6.68e-ll 932-943 
IPB003886D 13.91 2.92e-10 1219-1238 


1084 


IPB003306 


WIF domain 


IPB003306E 25.51 4.00e-10 176-221 | 
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1084 


IPB000034 


Laminin B 


IPB000034A 22 21 4 62e-1 0 1 87-222 
IPB001881B 12.28 5.29e-10 1054-1065 
IPB000152 8.86 5.50e-10 1303-1318 
IPB000033B 7.05 5.65e-10 1266-1276 
IPB000033B 7.05 6.23e-10 1100-1110 
IPB001881B 12.28 6.57e-10 1303-1314 
IPB001881B 12.28 7.43e-10 1014-1025 
IPB000152 8.86 7.75e-10 890-905 
IPB000033B 7 05 8 26e-10 1687-1697 
PR00010C 6.98 8.55e-10 937-947 


1084 


IPB000006 


"Vertebrate metallothionein, family 
1" 


IPB000006 13.41 8.94e-10 175-220 
IPB003886D 13.91 1.00e-09 1682-1701 
IPB000033B 7.05 1.24e-09 647-657 
IPB000033B 7.05 1.47e-09 1141-1151 
IPB000033B 7.05 1.95e-09 1183-1193 
IPB003306D 23.91 2.18e-09 194-242 
PR00010C 6.98 2.32e-09 647-657 
IPB003886D 13.91 2.52e-09 1178-1197 


1084 


PR00011 


Type III EGF-like signature IV 


PR00011D 12.12 4.21e-09 413-431 
IPB003886D 13 91 4 32e-09 1095-1 1 14 
IPB001881B 12.28 4.52e-09 890-901 
IPB000033B 7 05 4 79e-09 937-947 
PR00010C 6.98 4.95e-09 1059-1069 
PR00010C 6.98 5.39e-09 1224-1234 
IPB000034A 22.21 5.89e-09 399-434 
PR00010C 6.98 6.71e-09 1266-1276 
IPB001881B 12.28 6.87e-09 1442-1453 
IPB000033B 7.05 6.92e-09 1224-1234 
IPB003886D 13.91 7.09e-09 1261-1280 


1084 


IPB002221 


WAP-type (Whey Acidic Protein) 
four-disulfide core domain 


IPB002221B 17.12 7.75e-09 1466-1487 


1084 


PR00049 


Wilm's tumour protein signature IV 


PR00049D 0.00 8.02e-09 92-106 


1084 


PR00009 


Type I EGF signature III 


PR00009C 11.70 8.20e-09 1058-1069 
IPB000152 8.86 8.58e-09 1637-1652 


1084 


IPB002557 


Chitin binding domain 


IPB002557B 12.64 9.31e-09 1453-1466 


1084 


IPB000561 


EGF-like domain 


IPB000561 4.89 9.36e-09 1 187-1 195 


1084 


1PB002919 


Trypsin Inhibitor-like cysteine rich 
domain 


IPB002919B 21.14 9.51e-09 899-921 
IPB000152 8.86 9.76e-09 1442-1457 
IPB003886D 13.91 9.86e-09 642-661 
IPB003886D 13 91 9 86e-09 932-951 
IPB000561 4.89 1 00e-08 420-428 
PR00010C 6.98 1.00e-08 1141-1151 


1086 


PR00014 


Fibronectin type III repeat signature 
IV 


PR00014D 15.12 9.25e-13 571-585 
PR00014C 14.47 6 63e-ll 651-669 
PR00014D 15.12 7.75e-ll 872-886 
PR00014D 15.12 5.74e-10 443-457 
PR00014C 14.47 6.50e-10 854-872 
PR00014A 8.22 1.00e-08 816-825 
PR00014D 15.12 1.00e-08 770-784 


1087 


IPB001909 


KRAB box 


IPB001909 17.37 7.75e-31 16-50 


1087 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 7.55e-21 219-244 
IPB000822 14.67 4.21e-17 191-216 
IPB000822 14.67 8.80e-16 163-188 


1087 


PR00048 


C2H2-type zinc finger signature I 


PR00048A 9.94 5.85e-14 188-201 
PR00048A 9.94 9.31e-14 244-257 
PR00048A 9.94 8.41e-12 216-229 


1087 


IPB001275 


DM DNA binding domain 


IPB001275 19.17 5.24e-ll 207-246 
PR00048A 9.94 7.16e-ll 160-173 
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PR00048B 5.52 6.14e-10 232-241 
IPB001275 19.17 7.45e-10 151-190 
IPB001275 19.17 8.06e-09 179-218 


1088 


IPB001909 


KRAB box 


IPB001909 17.37 7.75e-31 16-50 


1088 


PR00048 


C2H2-type zinc finger signature I 


PR00048A9.94 6.21e-ll 160-173 


1089 


IPB002494 


"Keratin, high sulfur B2 protein" 


IPB002494C 14.46 8.36e-35 20-63 
IPB002494C 14.46 5.74e-34 89-132 
IPB002494C 14.46 1.44e-30 99-142 
IPB002494C 14.46 7.86e-29 64-107 
IPB002494C 14.46 1.41e-27 74-117 
IPB002494C 14.46 4.71e-25 30-73 
IPB002494C 14 46 6 69e-25 79- 


1089 


IPB000359 


Cystine-knot domain 


IPB000359B 19.26 9.57e-13 24-42 
IPB000359B 19 26 9 57e-13 68-86 
IPB002494C 14.46 9.61e-13 73-116 
IPB002494B 10.58 2.50e-12 51-65 
IPB002494B 10.58 2.50e-12 95-109 
IPB002494C 14.46 4.37e-12 34-77 
IPB002494A 12.44 5.22e-12 91-124 
IPB002494C 14.46 6.06e-12 93-136 
IPB002494C 14.46 7.47e-12 83-126 


1089 


IPB000006 


"Vertebrate metallothionein, family 
1" 


IPB000006 13.41 7.62e-12 66-111 
IPB002494B 10.58 7.75e-12 65-79 


1089 


IPB001271 


Mammalian defensin 


IPB001271 19.97 7.95e-12 58-86 
IPB002494B 10.58 9.55e-12 120-134 
1PB001271 19.97 9.59e-12 19-47 
IPB002494B 10.58 1.28e-ll 26-40 
IPB002494B 10.58 1.28e-ll 70-84 
IPB002494A 12.44 1.86e-ll 121-154 
IPB002494A 12.44 2.82e-l 1 56-89 
IPB001271 19.97 3.06e-ll 103-131 
IPB000006 13.41 4.50e-ll 70-115 
IPB000006 13.41 5.50e-ll 40-85 
IPB002494C 14.46 6.64e-ll 98-141 
IPB002494C 14.46 6.73e-l 1 78-121 
IPB000006 13.41 8.20e-ll 65-110 
IPB002494A 12 44 9 14e-ll 57-90 
IPB001271 19.97 1.88e-10 28-56 
IPB001271 19.97 1.88e-10 72-100 
IPB002494C 14.46 2.14e-10 14-57 
IPB002494B 10.58 2.48e-10 56-70 
IPB000006 13.41 2.65e-10 61-106 
IPB001271 19.97 2.94e-10 67-95 
IPB001271 19.97 3.12e-10 18-46 
IPB000006 13.41 3.42e-10 22-67 
IPB002494B 10.58 4.22e-10 110-124 


1089 


IPB001762 


Disintegrin 


IPB001762A 23.93 4.26e-10 39-79 
IPB002494A 12.44 4.27e-10 46-79 
TPB000006 13 41 4 29e-10 21-66 
IPB001762A 23.93 4.45e-10 44-84 
IPB001271 19.97 5.41e-10 117-145 
IPB000006 13.41 6.23e-10 91-136 
IPB001271 19.97 6.47e-10 123-151 
IPB000006 13.41 6.61e-10 26-71 
IPB002494B 10.58 6.64e-10 31-45 
IPB002494B 10.58 6.64e-10 75-89 
IPB002494B 10.58 6.91e-10 41-55 
IPB002494B 10.58 6.91e-10 85-99 
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IPB002494C 14.46 7.64e-10 108-151 
IPB002494A 12.44 7.65e-10 67-100 

TPR0094Q4R 10 ^52 7 79p 10 100-1 14. 

IPB002494A 12.44 8.06e-10 82-115 
IPB002494C 14.46 8.25e-10 19-62 


1089 


IPB000967 


Zinc finger NF-X1 type 


IPB000967E 21.88 8.67e-10 51-91 
IPB000359B 19.26 8.76e-10 59-77 
IPB001271 19.97 8.76e-10 88-116 
IPB000006 13.41 9.03e-10 114-159 

TPR001769A 91 01 0 04^-10 45-8^ 

IPB001762A 23.93 9.04e-10 94-134 
IPB002494C 14.46 9.48e-10 4-47 


1089 


IPB001169 


"Integrin beta, C-terminus" 


IPB001169K 27.45 4.89e-09 86-128 
IPB001271 19.97 4.93e-09 29-57 
IPB001271 19.97 4.93e-09 73-101 
IPB001271 19.97 4.93e-09 97-125 
IPB001271 19.97 4.93e-09 102-130 
IPB002494C 14.46 4.95e-09 65-108 
IPB000006 13.41 5.22e-09 81-126 


1090 


IPB002494 


"Keratin, high sulfur B2 protein" 


IPB002494C 14.46 9.43e-29 24-67 
IPB002494C 14.46 3.22e-22 14-57 
IPB002494C 14.46 8.08e-21 29-72 
IPB002494C 14.46 7.99e-20 19-62 
IPB002494A 12.44 3.29e-19 31-64 
IPB002494C 14.46 8.65e-18 9-52 
IPB002494A 12.44 8.15e-17 21-54 

TPR0094Q4 A 1 9 44 7 1 7<=> 1 f, 1£ f\Q 
TPR0094Q4A 19 44 6 1 9<*-1 S 9-1 S 

IPB002494A 12.44 4.96e-14 26-59 
IPB002494C 14 46 2 86e-13 5-48 

IPB002494C 14.46 4.72e-13 28-71 
IPB002494C 14.46 5.30e-13 4-47 
IPB002494A 12.44 6.19e-13 12-45 
IPB002494A 12.44 6.54e-13 41-74 
IPB002494A 12.44 8.15e-13 1-34 
IPB002494C 14.46 9.51e-13 20-63 


1090 


1PB000359 


Cystine- knot domain 


IPB000359B 10 96 9 57e-11 28-46 


1090 


IPB000006 


"Vertebrate metallothionein, family 
1" 


IPB000006 13.41 4.21e-12 26-71 


1090 

J. \j ^ \j 


IPB001271 


A/faminalian Hr*~ppn ci n 

lVldllilllClliC4.il kJ.'-zH^/llOlll 


TPR001 971 1 Q Q7 7 7Sp-1 9 1 R-46 
IPB002494A 12.44 l.lle-11 11-44 
IPB002494B 10.58 1.28e-ll 30-44 
IPB002494A 12.44 6.25e-ll 16-49 
IPB002494C 14.46 8.27e-ll 15-58 
IPB002494A 12.44 8.39e-ll 6-39 
IPB002494C 14.46 9.82e-ll 10-53 


1 090 


TPB001 762 


J_^lollll,CgL 111 


TPR001769A 91 Q1 O £^p» 00 14-74 

IPB002494A 12.44 9.90e-09 27-60 
IPB000006 13 41 1 00e-08 25-70 


1091 


IPB002494 


"Keratin, high sulfur B2 protein" 


IPB002494C 14.46 8.36e-35 20-63 
IPB002494C 14.46 7.86e-32 124-167 
IPB002494C 14.46 6.55e-31 64-107 
IPB002494C 14.46 8.95e-31 89-132 
IPB002494C 14.46 1.44e-30 134-177 
IPB002494C 14.46 4.23e-28 99-142 
IPB002494C 14.46 9.46e-26 


1091 


IPB000359 


Cystine-knot domain 


IPB000359B 19.26 9.57e-13 24-42 
IPB000359B 19.26 9.57e-13 68-86 
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IPB002494A 12.44 1.56e-12 42-75 
IPB002494B 10.58 2.50e-12 51-65 
IPB002494B 10.58 2.50e-12 95-109 
IPB002494B 10.58 2.50e-12 130-144 
IPB002494C 14.46 5.41e-12 34-77 
IPB002494C 14.46 6.06e-12 128-171 

lJrr>UUz4y41^ 14.40 /.Zoe-lZ llo-iol 


1091 


IPB001271 


Mammalian defensin 


IPB001271 19.97 7.95e-12 58-86 
IPB002494C 14.46 9.25e-12 103-146 
IPB002494B 10.58 9.55e-12 155-169 
IPB001271 19.97 9.59e-12 19-47 
IPB002494B 10.58 1.28e-ll 26-40 
IPB002494B 10.58 1.28e-ll 70-84 

TOT3f\f\1AOA A 11 A A 1 Q^a 11 1 ZfZ ICQ 

Irr>UUz4y4A 12.44 l.ooe-11 Oo-Ioy 

IPB001271 19.97 3.06e-ll 138-166 
IPB002494A 12.44 4.00e-ll 56-89 


1091 


IPB000006 


"Vertebrate metallothionein, family 
1" 


IPB000006 13.41 4.10e-ll 66-111 
IPB002494C 14.46 4.91e-ll 113-156 
IPB001271 19.97 5.13e-ll 97-125 
IPB002494C 14.46 6.64e-ll 133-176 

TDDAriAAA^ 1 1 A 1 £. OA a 11 AC\ OC 

li^oUUUUUo 13.41 O.oUe-1 1 4U-OJ 

IPB000359B 19.26 7.48e-ll 103-121 
IPB002494C 14.46 7.91e-ll 98 


1091 


IPB001762 


Disintegrin 


IPB00 1762 A 23.93 9.04e-10 129-169 
IPB002494C 14.46 9.21e-10 65-108 
IPB000006 13.41 9.42e-10 95-140 
IPB002494C 14.46 9.48e-10 4-47 
IPB000359B 19.26 9.69e-10 158-176 
IPB000359B 19.26 1.28e-09 153-171 
IPB000006 13.41 1.55e-09 115-160 


1091 


IPB000967 


Zinc finger NF-X1 type 


IPB000967E 21.88 1.56e-09 51-91 
IPB002494A 12.44 1.58e-09 147-180 

TTyonniT/n A 10. ni i oo« aa on *?n 

IPB001271 19.97 2.15e-09 98-126 
IPB002494A 12.44 2.55e-09 62-95 
IPB002494A 12.44 3.13e-09 41-74 
IPB002494A 12.44 3.23e-09 28-61 
IPB002494A 12.44 3.23e-09 72-105 
IPB002494A 12.44 3.23e-09 77-110 

lr±>UUZ4y4l3 lU.Do o.4le-Uy lD-oU 

TPTinm 971 1 Q Q7 'X 7Q<=» no t\ ^1 
JLJl oUU 1 Z / 1 I y .y 1 j./oc-Uy Zj-j1 

TPR001971 1 0 07 1 7Rp-0Q 67-XK 

IFDUulZ/ 1 Ly.y / J. / OC-U7 0/"7J 


1091 


IPB001169 


"Integrin beta, C-terminus" 


IPB001169K 27.45 3.92e-09 121-163 

IrDUUUUUO 1 J.H 1 D.yHG-yjy OU"1Zj 

TPR000006 1^ 41 4 0^p-00 140-185 
TPB001762A T\ 9/3 4 1 Re-OQ 44-84 

IPB002494B 10.58 4.42e-09 125-139 
IPB002494A 12 44 4 48e-09 33-66 
IPB000006 13.41 4,86e~09 65- 


1092 


IPB000734 


Lipase 


IPB000734 10.25 8.12e-09 164-178 


1093 


IPB000734 


Lipase 


IPB000734 10.25 8.12e-09 224-238 


1094 


PRO 1223 


Bride of sevenless protein signature 
VI 


PR01223F4.19 9.78e-ll 203-227 


1094 


PR00354 


7Fe ferredoxin signature III 


PR00354C 6.24 8.06e-09 258-275 


1096 


IPB001304 


C-type lectin domain 


IPB001304A 17.98 8.04e-14 87-111 


1096 


PR00356 


Type II antifreeze protein signature 
VII 


PR00356G 10.21 1.42e~10 193-206 


1097 


IPB001304 


C-type lectin domain 


IPB001304A 17.98 8.04e-14 87-111 
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1097 


PR00356 


Type II antifreeze protein signature 

V 11 


PR00356G 10.21 8.15e-09 193-206 


1098 


PR00245 


Olfactory receptor signature V 


PR00245E 8.96 5.15e-16 283-294 
PR00245B 13.73 3.77e-15 129-141 

PR00945P 1 4 65 9 l*Kt* 1 A 1 76-1 09 
PR00245D 9 34 9 59e-13 936-245 


1008 

1 U7 O 


TPR000976 


jviivju.wjJoiii~iiivc vjjrv^rv otipci ldiiiiiy 


IPB000276A 11567 00e-1 2 1 1 8-1 29 
PR00245A 10 98 1 72e-ll 92-103 
IPB000276D 9.40 6 09e-10 282-298 


1098 


PR00534 


Melanocortin receptor family 
signature I 


PR00534A 12.77 2.83e-09 51-63 


1098 


PR00237 


Rhodopsin-like GPCR superfamily 
signature III 


PR00237C 14.77 3.86e-09 104-126 
PR00237B 12.45 6.92e-09 59-80 
PR00237A9.81 8.31e-09 26-50 


1 000 

i \jyy 


TPR009RRQ 




TPT30098S0R 1 1 76 3 4.4^-00 56-109 


1099 


IPB000561 


EGF-like domain 


IPB000561 4.89 4.86e-09 306-314 


1 OQQ 

i \jyy 


1a JDUUUU jH- 


jL/aminm jj 


TPROOOO^r' 19 07 7 4.3<=>-0Q 306-394 


1099 


PR00346 


Tissue factor signature VIII 


PR00346H 10.74 8.18e-09 542-565 


1101 


PR00457 


Animal haem peroxidase signature V 


PR00457E 19.97 8.45e-24 997-1023 

PP0n4.^7Ti 18^1 fXe* 90 079 QQ9 
PR 004.5 7 P io oi q 4.9/--1 5 054-079 

PR00457G 14.17 4.48e-14 1177-1197 
PR00457H 14.82 5.85e-13 1248-1262 
PR00457F 14.42 6.32e-12 1050-1060 


1101 


IPB000483 


Leucine rich repeat C-terminal 
domain 


IPB000483 11.18 1.00e-10 180-194 
PR00457B 12.43 2.29e-10 802-817 


1 1U 1 




immunogioDuim ana major 
histocompatibility complex domain 


TPRAmnn^n on 9i 9 sn<=. in ^76 41^ 
IPB003006B 20.23 8.92e-10 466-503 

TPR0O^006R 90 9^ 0 9Rr-10 ?5s^-^90 


1101 


PR00019 


Leucine-rich repeat signature II 


PR00019B 1 1.42 6.73e-09 73-86 


1102 


PR00457 


Animal haem peroxidase signature V 


PR00457E 19.97 8.45e-24 973-999 
PR00457C 18.81 9.42e-15 930-948 

PP00457O 14 17 4. 4.8^-1 4 1 1 5^-1 1 7^ 
PR00457H 14 82 5 85e-13 1224-1938 
PR00457F 14 42 6 32e-12 1026-1036 


1102 


IPB000483 


Leucine rich repeat C-terminal 
domain 

UVSAAACMAA 


IPB000483 11.18 1.00e-10 156-170 
PR00457B 12 43 2 29e-10 778-793 


1102 


IPB003006 


Immunoglobulin and major 

lii^tonnmnatibilitv cronnlex domain 


IPB003006B 20.23 2.80e-10 352-389 
IPB003006B 20 23 8 92e-10 442-479 
IPB003006B 20.23 9.28e-10 259-296 


1103 


IPB002034 


Alnha-isonroDvlmalate and 

JL i^X p 11M. A U s_/ Aw- a *-*r-'_/ A *<U*X ^+V^^ P*A-I- A %_» 

homo citrate synthase 


IPB002034D 19.67 7.61e-09 786-814 


1107 


IPB001359 


Svnaosin 

Pa* 7 A A%"% A A A- 


IPB001359H 22.58 1.80e-14 741-791 


1107 


IPB000885 


Fibrillar collasen C-terminal domain 

A. A. W J. AAA V*A A A >—-. *^ A A - t»^^A AAA A A ' Xr*- A A A V-V AAA 


IPB000885A 11.46 8.16e-09 765-802 


1107 


IPB001442 


C-terminal tandem repeated domain 

fc-' A A A A A A IbVl tMl A V* %^A A A A V*" fc* (s>^»^XA V1AAMAAA 

in type 4 procollagen 


IPB001442A 26.12 9.14e-09 746-798 


1110 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 3.52e-10 31-68 


1112 


1PB001841 


RING finger 


IPB001841 10.69 1.95e-09 153-162 


1113 


IPB000961 


Protein kinase C-terminal domain 


IPB000961A 16.82 2.64e-12 193-227 


1113 


IPB000959 


POLO box duplicated region 


IPB000959B 15.68 9.22e-12 288-328 


1113 


IPB001245 


Tyrosine kinase catalytic domain 


IPB001245A 22.45 1.87e-ll 304-344 


1113 


IPB001772 


Kinase associated domain 1 


IPB001772C 20.66 6.11e-ll 299-329 


1113 


IPB003527 


MAP kinase 


IPB003527C 14.70 3.43e-09 296-344 


1119 


PRO 1137 


Gap junction alpha- 8 protein (Cx50) 
signature II 


PR01137B 18.37 8.83e-09 368-380 
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1120 


IPB000906 


ZU5 domain 


IPB000906G 25.85 2.58e-13 921-969 
IPB000906F 35.93 9 00e-12 931-984 
IPB000906D 23.89 1.57e-ll 940-994 


1120 


PR00452 


SH3 domain signature II 


PR00452B 11.47 2.73e-ll 1036-1051 


1120 


PR01415 


Ankyrin repeat signature I 


PR01415A 12.73 6.46e-ll 954-966 
IPB000906A 22 49 7 53e-10 914-956 
PR01415A 12.73 7.97e-10 921-933 


1120 


PR00499 


Neutrophil cvtosol factor 2 signature 
IV 


PR00499D 11 47 4 21e-09 1024-1044 


1120 


IPB002360 


Involucrin 


IPB002360C 15 36 4 90e-09 125-166 
IPB000906F 35.93 7.41 e-09 898-951 


1120 


IPB000237 


GRIP domain 


IPB000237B 30 66 8 14e-09 142-192 


1124 


IPB000906 


ZU5 domain 


IPB000906D 23.89 7.66e-10 117-171 
IPB000906A 22 49 3 72e-09 58-100 
IPB000906G 25.85 6 69e-09 164-212 


1125 


IPB000906 


ZU5 domain 


IPB000906D 23.89 7.66e-10 117-171 
IPB000906A 22.49 3.72e-09 58-100 


1129 


IPB000421 


Coagulation factor 5/8 type C 
domain (FA58C) 


IPB000421C 36.74 1.93e-16 131-175 
IPB000421B 20.70 1.36e-14 79-99 


1130 


IPB000421 


Coagulation factor 5/8 type C 
domain (FA58C) 


IPB000421C 36.74 1.93e-16 131-175 
IPB000421B 20.70 1.36e-14 79-99 


1130 


PRO 1435 


NADH-plastoquinone 
oxidoreductase chain 5 signature II 


PR01435B 5.98 7.37e-10 1059-1083 


1131 


IPB002119 


Histone H2A 


IPB002119A 4.97 1.00e-08 92-98 


1133 


IPB001245 


Tyrosine kinase catalytic domain 


IPB001245B 21.68 4.43e-18 178-216 


1133 


IPB003527 


MAP kinase 


IPB003527D 21.53 3.41e-16 171-212 


1133 


IPB000961 


Protein kinase C-terminal domain 


IPB000961A 16.82 6.56e-15 10-44 


1133 


IPB000861 


PKN/rhophilin/rhotekin rho-binding 
repeat 


IPB000861D 13.61 6.92e-15 8-44 


1133 

JL JL m*f 


IPB000959 


POTX") box Hnnliratf'd rppinn 


TPB000Q5QP 1% 40 6 ^4e_1A 1 5^-90^ 

IPB003527G 17.26 4.28e-13 320-357 
IPB001245A 22 45 8 07e-13 119-159 


1133 


IPB001772 


Kinase associated domain 1 


IPB001772C 20.66 4.51e-12 114-144 
IPB000861G 1 ^ 7^ 5 06e-12 1 80-299 


1133 


IPB000095 


PAK-box /P2 1 - Rho-binding 


IPB000095F 16.47 l.lSe-11 182-236 
IPB000961D 21.23 1.00e-10 174-215 
IPB001772A 13 64 1 86e-10 8-39 
IPB003527A 17.00 2.75e-10 17-42 
IPB000959B 15 68 9 10e-10 103-143 

JL JL JL-* \J \J *t JL- f JL • Xy kJ 1 • JL V/ JL \J X V X |*J 


1135 


PR00402 


Tec/Btk domain signature I 


PR00402A 20 14 8 15e-15 664-683 

JL JL V.\-' W 1 VJ* WW Jl JL JW V/ • X 1 • X k— * V> JL *_/ W 1 VJ" 

PR00402B 12.26 4.69e-13 683-695 


1135 


PR00360 


C2 domain signature II 


PR00360B 11.64 9.25e-13 174-187 
PR00402C 13 13 8 03e-12 695-708 


1135 


IPB000008 


C2 domain 


IPB000008D 14 83 1 61e-l 1 200-218 
PR00360A 15.18 6.00e-10 150-162 
PR00360A 15 18 8 33e-10 22-34 


1135 


PR00399 


Synaptotagmin signature IV 


PR00399D 12.72 4.89e-09 79-89 
PR00360C 7.35 5.50e-09 196-204 


1137 


IPB003886 


Extracellular domain in nidogen 


IPB003886D 13.91 8.57e-15 261-280 


1137 


IPB000152 


Aspartic acid and asparagine 
hydroxylation site 


IPB000152 8.86 7.16e-14 134-149 
IPB000152 8.86 9.05e-14 216-231 
IPB000152 8.86 5.91e-13 261-276 


1137 


IPB001881 


Calcium-binding EGF-like domain 


IPB001881B 12.28 9.25e-13 216-227 


1137 


IPB001774 


Delta serrate ligand 


IPB001774C 18.25 9.69e-12 66-108 
IPB001881B 12.28 1.95e-ll 134-145 


1137 


IPB000033 


"Low-density lipoprotein (ldl) 
receptor, YWTD repeat" 


IPB000033B 7.05 4.96e-ll 266-276 
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1137 


PR01217 


Proline rich extensin signature VII 


PR01217G 4.02 5.15e-ll 340-365 


1137 


PR00907 


Thrombomodulin signature II 


PR00907B 11.50 6.70e-ll 168-184 
IPB001881B 12.28 l.OOe- 10 261-272 


1137 


IPB000925 


Pneumovirus attachment 
glycoprotein G 


IPB000925F 15.07 3.60e~10 336-372 


1137 


IPB000561 


EGF-like domain 


IPB000561 4.89 6.25e-10 75-83 


1137 


PR00010 


Type II EGF-like signature III 


PR00010C 6.98 1.66e-09 266-276 






W Hm s tumour protein signature 1 v 


"DT? nnn/i on n nn o oo a no q/iq o/co 
rlsSJUUQyL) U.UU o.ZyC-\)y o4o-jOZ 

ppooo4tyn n no ^ 90** no ***jo ^64 

IPB000033B 7.05 3.84e-09 221-231 
PR01217E 3.04 4.48e-09 348-364 

PP01917"R A 89 A ^^p. HQ ^47 
TPR000*i61 4 SO 6 7Q*=»-0Q 970-978 
PR00010C 6 98 7 15e-09 139-149 
PR01217D 4.57 7.16e-09 343-364 
PR00010C 6.98 7.80e-09 221-231 
IPB000033B 7.05 8.11e-09 139-149 


1137 


IPB003367 


Thrombospondin type 3 repeat 


IPB003367A 11.78 8.62e-09 183-203 


1 1 37 


PR 000 10 


T i itf^fwiriiQ OPP6 nrotpin Qionntnrf* T 


PR00910A 2 74 8 71e-09 348-360 
PR00910A 2.74 9.46e-09 346-358 
PR01217G 4 02 9 92e-09 343-368 


1138 


IPB001156 


Transferrin 

X X UllulVl X XXX 


IPB001156H 23 81 7 75e-09 118-172 

XX X- * \_/ u 1 1^ VJ*X X • —J • U X i • J mS V v 1 1 U X / J--' 


1143 


PR00245 


Olfactory receptor signature III 


PR00245C 14.65 9.53e-17 59-75 


1143 


IPB000276 


Rhodopsin-like GPCR superfamily 


IPB000276A 11.56 9.25e-14 1-12 

PR00245D 9.34 1.53e-13 119-128 

PR00245E 8.96 6.81e-12 166-177 
PR00945R 1^ 1% 1 00p-1 0 19-94 

IPB000276D 9.40 3.08e-09 165-181 


1143 


PR00237 


Rhodopsin-like GPCR superfamily 

<?i on a tiirp \A 


PR00237E 13.03 3.83e-09 82-105 
PR00237G 19 23 1 00e-08 155-181 


1144 


PR00245 


Olfactory receptor signature III 


PR00245C 14.65 9.53e-17 173-189 


1 144 


TPR000976 


iviiuLiup&iii-nivc urvA. aupciid-iiiiiy 


TPR00097^A 11 ^fiQ 9Sr-14 1 17-19S 

XJT OUVJV/Z» / \Jf\. 1 l.JO 7.aJC"1't I 1 /"1ZO 

PR00245D 9.34 1.53e-13 233-242 
PR00245F 8 96 6 R1e-12 280-291 
PROO^-SA 10 98 7 14e-12 91-102 
PR00245B 13.73 8.14e-10 128-140 


1144 


PR00237 


Rliodonsin-like GP(~!R ^unprfamilv 

signature III 


PR00237C 14 77 2 02e-09 103-125 
IPB000276D 9.40 3.08e-09 279-295 
PR00237E 13 03 3 83e-09 196-219 


1144 


PR00534 


Melanocortin receptor family 
signature I 


PR00534A 12.77 5.17e-09 50-62 


1144 

JL M, I 9 


PR00896 


Vasopressin receotor sienature 11 


PR00896B 9 36 7 23e-09 54-65 
PR00237G 19.23 1.00e-08 269-295 


1146 


IPB000017 


Syntaxin / epimorphin family 


IPB000017 23.80 1.84e-09 168-217 


1147 

J. J. / 


PRO 13 60 

JL IvV J. .J *JV/ 


Tntftrlpiiki'n- 1 Tpppntor antncrnnic't 

precursor IL-1RA signature VI 


PR01 360F 1 4 44 3 1 le-12 1 17-1 35 
PR01360C 10.33 4.84e-l 1 58-75 


1147 


IPB000975 


Interleukin-1 


IPB000975D 24.45 5.55e-09 52-91 
IPB000975E 28 12 9 80e-09 96-1 3S 


1147 


PR00264 


Interleukin-1 precursor family 
signature I 


PR00264A 18.63 1.00e-08 55-75 


1148 


PRO 1248 


Type I keratin signature V 


PR01248E 12.72 3.67e-21 248-274 


1148 


IPB001664 


Intermediate filament proteins 


IPB001664B 17.44 9.16e-20 104-143 
IPB001664A 11.94 8.13e-19 381-406 
PR01248C 10.07 8.34e-17 150-170 


1148 


IPB001322 


Intermediate filament tail domain 


IPB001322A 30.52 2.23e-14 370-423 
IPB001664C 11.32 3.25e-13 161-188 
PR01248B 8.42 3.29e-13 96-119 
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PR01248D 9.34 3.60e-12 222-237 
PR01248A 8.12 6.14e-ll 75-88 


1148 


PRO 1177 


Metabotropic gamma-aminobutyric 
acid type Bl receptor signature X 


PR01177J 6.10 4.96e-10 397-415 
PR01177J6.10 3.63e-09 13-31 
IPB001664D 12.63 5.36e-09 279-305 


1151 


IPB001664 


Intermediate filament proteins 


IPB001664D 12.63 4.75e-28 384-410 


1151 


PRO 1276 


Type II keratin signature IV 


PR01276D 13.08 8.3 le-24 222-241 

TPR001664A 11 QJ. Q 50f*_91 1^9-157 


1 1 S 1 


lr J_> W W I JLZr 


Tn+f=»'fm£»rJi o^p* ■filcunpnt toil rlrvmcnn 
lUlCJLllICLUaLC XlldllxCilL Ld.ll UUlIld.111 


TPFI001 199P 99 70 A 75<=» 99 HA A\ 0 

IPB001664C 11.32 8.20e-21 266-293 
PR01276E 12.04 4.75e-15 301-318 
IPB001322A 30.52 4.08e-14 121-174 
PR01276F 10,92 3.21e-ll 352-367 
PR01276C 10 16 8 66e-1 1 208-221 

IPB001664B 17.44 5.27e-10 191-230 
PR01276B 9.79 5.96e-10 161-173 
PR01276A 10.31 7.16e-10 134-142 


1151 

X X *J X 


IPB003743 

XJL XJUuJ / T^w^ 




TPR003743R 90 16 9 91e-10 ^00-^8 


1152 


IPB001818 


Matrixin 


IPB001818C 24.38 8,03e-32 157-202 
IPB001818B 26.48 6.04e-31 112-153 
IPB001818A 14.60 2.13e-29 66-95 
IPB001818H 15.46 3.25e-23 332-358 
TPB001818F11 19 4 91e-20 231-251 


1152 


PR00138 


Matrixin signature I 


PR00138A 12.54 1.64e-16 86-99 
PR00138C 20.07 1.78e-16 155-183 
IPB001818G 14.71 1.96e-12 268-280 
PR001 38R 14 84 5 91 e-1 0 1 "4 1 -1 46 


1153 


IPB001818 

XX X^* v_/ v 1U 1 u 




TPR001 81 8P 24 38 8 OV-37 1 57-909 
IPB001818B 26.48 6.04e-31 112-153 
IPB001818A 14 60 2 13e-29 66-95 
IPB001818H 15.46 3.25e-23 332-358 
IPB001818F 11 19 4 91e-20 231-251 


1153 


PR00138 


Matrixin signature I 


PR00138A 12.54 1.64e-16 86-99 
PR00138C 20 07 1 78e-16 155-183 
IPB00181SG 14.71 1.96e-12 268-280 
PR00138B 14.84 5.21e-10 131-146 


1154 


PR00049 


Wilm's tumour protein signature IV 


PR00049D 0.00 2.07e-09 10-24 


1154 


IPB002000 


Lysosome-associated membrane 
glycoprotein (Lamp) | 


IPB002000D 5.87 5.25e-09 12-25 


1155 


IPB001124 


Lioid-bindine serum elvconrotein 


IPB001 194C 25 71 7 71e-17 210-253 
IPB001124D 21.85 5.71e-14 274-310 


1156 


IPB000135 


High mobility group proteins HMG1 
and HMG2 


IPB000135B 13.24 9.39e-10 84-128 
IPB000135A 11 69 6 19e-09 111-165 


1156 


IPB003533 


Doublecortin 


IPB003533H 6.52 7.51e-09 49-72 


1159 


IPB001510 


Poly(ADP-ribose) polymerase zinc 
finger domain 


IPB001510D 30.92 1.00e-40 490-543 
IPB001510E 22.53 1.00e-40 570-624 
IPB001510A 34.80 7.21e-40 92-137 
IPB001510B 23 09 6 14e-34 306-348 
IPB001510C 15.91 6.54e-27 363-396 


1159 


IPB000977 


ATP-dependent DNA ligase 


IPB000977B 14.05 4.60e-13 508-517 
IPB000977C7.51 1.00e-12 590-599 
IPB000977A 8.89 1.47e-09 480-487 


1160 


IPB000215 


Serpins 


IPB000215E 15,36 5.50e-23 401-425 
IPB000215D 15.35 6.82e-21 317-343 
IPB000215A 13.01 7.43e-18 27-50 
IPB000215C 13.90 3. 16e-12 207-221 
IPB000215B 9.87 9.59e-ll 178-190 
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1166 


IPB001309 


ICE-like protease (caspase) p20 
domain 


IPB001309A 10.71 3.57e-14 7-17 


1166 


PR00376 


Interleukin-IB converting enzyme 
signature I 


PR00376A 12.81 1.61e-10 5-18 


1168 


IPB000364 


Phosphoenolpyruvate carboxykinase 
(GTP) 


IPB000364M 26.08 1.40e-09 589-623 


1169 


IPB001304 


C-type lectin domain 


IPB001304A 17.98 6.50e-17 118-142 


1171 


PR00320 


G protein beta WD-40 repeat 
signature II 


PR00320B 12.82 6.62e-13 478-492 


i ni 

1171 


PRQ0308 


1 ype 1 antifreeze protein signature 1 


PR00320A 13.15 2.89e-12 478-492 
PR00320C 12.32 4. 18e- 12 247-261 
PR00320C 12.32 4.71e-12 478-492 
PR00320B 12.82 7.75e-12 247-261 
PR00320A 13.15 8. lle-12 427-441 

DD^AIOA A 1 O 1 C Q ACo 1 O H AH O^C1 

PR00308B 3.38 9.27e-12 161-172 

PR00308A 3.72 9.76e-12 162-176 
ppnnmar' 9 iq 1 nn<=» 1 1 1 £1 -1 70 


1171 


PR01511 


Kvl.4 voltage-gated K+ channel 
signature IV 


PR01511D3.91 3.02e-ll 163-173 
PR00320C 12.32 3.57e-l 1 427-441 
PR00320B 12.82 5.09e-ll 520-534 

PT?nn^90T? 19 S9 7 14p_1 1 497-441 

PR00320A 13.15 7.55e-ll 520-534 
PR00320C 12.32 4.52e-10 520-534 


H7l 


PR00833 


Pollen allergen Poa pi signature VIII 


PR00833H2.61 8.56e-10 164-178 
PR00308C 2.79 8.77e-10 165-174 

ppni 1 T> ^ Q 1 Q SSp 10 1 5Q-1 £Q 


H7l 


IPB001680 


G-protein beta WD-40 repeats 


IPB001680 10.43 1 .45e-09 429-440 
PR00308B 3.38 1.76e-09 165-176 
IPB001680 10.43 3.70e-09 480-491 

TPROOI 1 0 A'X 4 1 5f=_f)Q 94Q-960 


H71 


PR00456 


Ribosomal protein P2 signature V 


PR00456E 3.08 5.08e-09 163-177 
PR00308A 3.72 6.74e-09 159-173 
PR00320A 13.15 7.75e-09 303-317 
PR00833H 2.61 7.78e-09 161-175 

PPnn^9HR 19 89 8 45p> HQ 144 158 


H71 


IPB000102 


Neuraxin / MAP IB repeat 


IPB000102A 10.50 8.88e-09 156-184 

IPB001680 10.43 9.10e-09 522-533 

IPB000102A 10.50 9.22e-09 160-188 
ppnn^nsR i is o 7^r» no 1£9 171 


1 1 

1 1 / D 


IJr JjUU JLOD:? 


jriiospnoiriesterase iamiiy 


TPRnnH^QH 1Q 17 5 (\(\r» 90 1 7<^ 909 
TPR001 55QP 16 955 14p-1 ft 141-169 

IPB001559E 16.18 5.35e-16 214-232 
TPB001S59A 1 0 SI 1 9?e-l 1 18-29 

IPB001559B 12.98 8.50e-10 122-132 


1183 


IPB003817 


Phosphatidyl serine decarboxylase 


IPB003817D 23.34 8.71e-25 338-364 
IPB003817C 10 66 4 00e-15 316-328 
IPB003817E 13.21 2.67e- 14 427-443 
IPB003817A 12.64 4.15e-13 162-176 


1184 


IPB000580 


TSC-22 / Dip / Bun family 


IPB000580 14.33 1.00e-40 116-170 


1185 


PR00072 


Malic enzyme signature IV 


PR00072D 12.09 9.29e-09 571-589 


1187 


PR00901 


Pheromone B alpha- 1 receptor 
signature VIII 


PR00901H 14.75 4.05e-09 56-66 


1188 


IPB002469 


"Dipeptidyl peptidase IV, N- 
terminus" 

4 


IPB002469I 10.99 4.86e-16 747-765 
IPB002469H 21.17 6.14e-16 702-737 
IPB002469J 8.97 3.52e~12 829-845 
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1188 


IPB002471 


Prolvl pndonentidase familv serine 
active site 


IPB002471B 24 90 3 66e-ll 734-765 
IPB002469G 26.76 9.24e-l 1 657-695 


1189 


IPB002469 

xx x-* w v/ r vy 


"Dinpntidvl nentidase TV N- 
terminus" 


IPB002469I 10 99 4 86e-16 747-765 
IPB002469H 21.17 6.14e-16 702-737 
IPB002469J 8.97 3.52e-12 791-807 


1189 


IPB002471 


Prolyl endopeptidase family serine 
active site 


IPB002471B 24.90 3.66e-ll 734-765 
IPB002469G 26.76 9.24e-ll 657-695 


1190 


IPB002469 


""Dinpntidvl npntida^e TV T*J- 
terminus" 


IPB002469I 10 99 4 86e-16 734-752 
IPB002469H 21.17 6.14e-16 689-724 
IPB002469J 8.97 3.52e-12 816-832 


1190 


IPB002471 


Prolyl endopeptidase family serine 
active site 


IPB002471B 24.90 3.66e-ll 721-752 
IPB002469G 26.76 9.24e-ll 644-682 


1191 


IPB000524 


"Bacterial regulatory proteins, GntR 
family" 


IPB000524 18.80 7.19e-10 54-94 


1 1 no 

1 17J 




Z/Uj aoinain 


TPUftOOOOfiA 99 AQ f, 14.P-1Q 941-98^ 

IPB000906F 35.93 3.09e-16 159-212 
IPB000906F 35.93 7.91e-16 192-245 


1193 


PR01415 


Ankyrin repeat signature 1 


PR01415A 12.73 3.70e-15 348-360 

TPROnOQfl^A 99 AQ 1 71p_14 149-1 RA 

PR01415A 12.73 9.10e-13 799-811 
IPB000906F 35.93 l.OOe- 12 442-495 
IPB000906A 22.49 5.66e-12 208-250 
TPR000906O 25 85 9^6e~12 149-197 
PR01415A 12 73 1 00e-ll 1 

X JIVv X 1 X X X -i— » * / X(V/v£W XX X 


1194 


PR00834 


HtrA/DegQ protease family signature 
III 


PR00834C 15.48 7.35e-l 9 253-277 
PR00834D 11.75 7.39e-17 291-308 
PR00834B 10.17 3.25e-13 212-232 
PR00834E 13 43 6 03e-12 313-330 


1194 


IPB000126 


"Serine proteases, V8 family" 


IPB000126B 12.50 6.81e-12 296-312 
PR00834A8.79 1.44e-ll 191-203 
PR00834F 11111 53e-09 374-386 
IPB000126A 11.75 9.83e-09 183-198 


1195 

X X s 


PR00424 


Adenosine recentor signature TV 


PR00424D 13 35 4 34e-22 21-40 


1195 


PR00555 


Adenosine A3 receptor signature V 


PR00555E7.35 4.75e-21 105-122 
PR00555F 11 48 2 74e-20 152-169 
PR00555D 10 79 9 36e-19 60-76 
PR00424E 14.23 3.75e-14 74-87 


1195 


PR00237 


Rhodopsin-like GPCR superfamily 
signature VII 


PR00237G 19.23 4.21e-14 1 19-145 
PR00237F 14.34 9.28e-14 83-107 
PR00237E 13.03 4.60e-12 33-56 


1 195 


IPB000276 


RTiodon<nn-1i1cp CtPCR ^linprfamilv 

IvllUUvU Olli i,XJ\v VJJL Vlv OUUvl 1C111111 V 


IPB000276D 9 40 7 30e-12 129-145 
PR00424F 8.75 9.07e-12 119-129 


1197 


PR00245 


Olfactorv recentor signature IV 


PR00245D 9 34 1 53e-13 241-250 
PR00245C 14.65 1.56e-12 181-197 


1 197 


TPB000276 


RTinHrvn^in-liVp CrPr^R <jnnprfamil"v 


TPB000276A 1 1 56 5 20e-1 2 123-134 


1 197 

J. J. .7 / 


PR00237 


R1iodon«?in-1ikp CtPC^R *?imprfhmilv 

signature III 


PR00237C 1 4 77 6 73e-l 1 1 09-1 3 1 
PR00245E 8.96 3.30e-10 288-299 
PR00237E 13.03 4.77e-10 204-227 
PR00245A 10.98 3.65e-09 97-108 
PR00245B 13.73 4.60e-09 134-146 


1197 


PR00534 


Melanocortin receptor family 
signature I 


PR00534A 12.77 8.43e-09 56-68 


1198 


PR00505 


D12 class N6 adenine-specific DNA 
methyltransferase signature I 


PR00505A 15.44 3.67e-12 30-46 
PR00505B 11.79 8.88e-12 51-65 


1199 


PRO 1254 


Prostaglandin D synthase signature I 


PR01254A 12.32 6.38e-10 25-48 


1199 


PR00179 


Lipocalin signature II ' 


PR00179B 7.67 2.35e-09 111-123 
PR00179A 13.97 5.80e-09 31-43 
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PR00179C 17.26 6.70e-09 138-153 


1199 

J- ft- ^ ^ 


PR01174 

J. J- X» W J. J. / i 


Retinol bindinf? t)rotein signature VT 


PR01174F 11 76 6 82e-09 110-126 

X XX. V/ XX/ i^X XX*/ W \J , (JftWV \J XXV/ l*wv 

PR01254E 14.07 8 23e-09 135-149 

JL -A- X» \-* JL -ft^^*» 1 l / -A- 1 • w / \_J « «_/ w vy X »iV / X I -V 


1199 


PR01275 


Neutrophil gelatinase lipocalin 
signature II 


PR01275B 9.02 1.00e-08 33-43 


1200 


PRO 1042 


Aspartyl-tRNA synthetase signature 
IV 


PR01042D 11.70 2.67e-14 432-446 
PR01042B 12.76 4 69e-ll 233-246 

-•- X X. W A w 1 ftW J-' -*> ft« • * XV 1 • W .V XV ft. JL w" k/ 1 W 

PR01042C 16.81 5.50e-ll 393-409 
PR01042A 9.01 9.77e-10 217-229 


1200 


IPB002106 


Aminoacvl-transfer RNA synthetases 
class-II 


IPB002106A 13.35 1 00e-08 169-181 


1201 


PR01217 


Proline rich extensin signature VII 


PR01217G 4.02 8.03e-09 528-553 


1202 


IPB003952 


Fumarate reductase / succinate 
dehvdroffenase FATj-bindinj? site 

vivll J xXJL vC.vllUuv X X Li./ Lv IX Ivtlllg OILV 


IPB003952E 9.04 2.46e-16 31-48 


1203 


IPB001895 


Guanine-nucleotide dissociation 
stimulators CDC25 family 


IPB001895C 20.83 8.50e-23 297-332 


1204 


IPB000958 


KH domain 


IPB000958 6.84 5.09e-12 112-125 
IPB000958 6.84 2.29e-ll 28-41 
IPB000958 6.84 7.88e-10 276-289 


1207 


IPB001393 


Calsequestrin 


IPB001393A 16.72 1.00e-40 29-78 
IPB001393B 11.93 1.00e-40 132-185 
IPB001393C 16.33 1.00e-40 188-240 
IPB001393D 11.26 1.00e-40 283-335 


1907 




^>d.iDcc£ucbiriri bigiictiurc v 


rtSXf\JD YjLEj o.Ol /. /jc-jO IDj-I!?/ 

JL Xv\7\_/-J LjZjI JLV..7/ J, / IC"JJ JZiU JJT 1 

PR00312F 16 12 7 87e-35 193-229 
PR00312H 13.19 2.80e-34 257-284 
PR00312J 13 61 6 48e-34 357-385 

X X x.x/ Vv X JW*/ X «_/ • xv X xv • r w xv wV r *-V «_/ / «v vv 

PR00312D 9.10 7.17e-33 122-151 
PR00312B 14 57 4 41e-32 56-85 

JL JL X \^ JL a jiF JL, J » ' / 1 p | J- X^ <*W XV W 

PR00312C 16.48 5.62e-32 86-115 
PR00312G 11.43 1 .49e-3 1 224-251 
PR00312A 1 1.96 7.94e-27 29-52 


1209 


IPB002151 


Kinesin light chain repeat 


IPB002151A 11.63 5.55e-10 275-305 


1209 


PR00985 


Leucyl-tRNA synthetase signature I 


PR00985A 10.14 8.25e-09 515-532 


1210 


IPB000353 


"Class II histocompatibility antigen, 
beta chain, beta-1 domain" 


IPB000353B 19.16 7.89e-16 137-186 


1210 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006A 17.51 7.63e-15 158-180 


1210 

X jW X \J 


IPB001003 


"IVTHO C^Ias 5 ? FT alrVha chain alnha-1 

domain" 


TPB001003B 14 79 3 87e-10 145-188 


1213 


PR00205 


Cadherin signature TI 


PR00205B 20 09 8 3 1 e-23 244-273 


1213 


IPB002126 


Cadherin domain 


IPB002126B 12.04 5. 80e-16 232-249 
PR00205D 12.22 7.26e-15 436-455 
PR00205F 19.57 1.64e-14 515-541 
PR00205G 13.05 4.86e-14 549-566 
PR00205A 17.38 7.88e-14 75-94 
PR00205D 12 22 3 40e-13 331-350 

X X VV/ VV J-t \J «V X_V i-^W«<WW fcV*™V/XV i- -^J mj X. -mj %v V/ 

PR00205D 12.22 5.80e-13 223-242 


1214 


IPB001580 


Calreticulin family 


IPB001580D 12.66 2.71e-38 259-294 
IPB001580B 18.74 1.90e-35 166-201 


1214 


PR00626 


Calreticulin signature IV 


PR00626D 7.86 9.00e-30 242-264 
IPB001580A 12,93 8.71e-28 91-113 
PR00626E 10.35 4.68e-23 280-299 
PR00626B 14.56 6.06e-20 126-142 
PR00626E 10.35 8.00e-19 266-285 
PR00626A 14.93 6.50e-18 100-118 
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PR00626C 9.33 8.71e-18 215-228 

TPROOI^ROP Q 76 1 S6p-17 949-9^4 

IPB001580D 12.66 2.38e-16 245-280 
TPB001580D 12 66 8 34e-l 6 273-308 

IPB001580C 916 A 30e-15 208-220 
IPB001580C 9.76 4.16e-14 225-237 
PR00626C 9.33 7.75e-12 232-245 
PR00626D 7 86 9 14e-09 208-230 


1215 


IPB000006 


"Vertebrate metallothionein, family 
1" 


IPB000006 13.41 3.90e-12 32-77 
IPB000006 13.41 4.41e-12 39-84 
IPB000006 13.41 6.70e-ll 35-80 


1215 


PRO 1228 


Eggshell protein signature III 


PR01228C 5.69 1.22e-10 26-41 
PR01228C 5 69 1 98e-10 10-25 


1215 


IPB001271 


Mammalian defensin 


IPB001271 19.97 3.29e-10 51-79 


121 5 

X X *J 


TPRO 02494 


"TCpratin hicrh <m1fiir Ti9 ■nrotein" 

ClLlll, 111 till SU.li.Lil JJX( yjL V/bwlll 


IPB002494C 14 46 3 36e-10 45-88 
IPB001271 19 97 3 47e-10 29-57 

JL JL A,w* \J \J JL t A. A. -S • / » 1 / Xv X X/ *S W # 

IPB002494A 12.44 6.11e-10 70-103 


1215 


IPB002174 


Fur in-like cysteine rich region 


IPB002174A 30.51 7.32e-10 11-42 
IPB002174A 30.51 7.81e-10 3-34 
PR01228C 5.69 8.05e-10 19-34 


1215 


IPB003571 


Snake toxin 


IPB003571B 18.08 8.07e-10 76-99 
IPB002494A 12.44 9.08e-10 25-58 


1215 


PR00858 


(~Yn<?tappari mptallnthinnpin ^ipnatiirp 

V^l UOlClvvCUl IIIV^ICHIV-'LIII V/llv/lll OlglluLUlV' 

II 


PR00858B 5 93 1 48e-09 40-58 
IPB000006 13.41 3.11e-09 36-81 


1215 


IPB00 11 69 


"Integrin beta, C -terminus" 


IPB001169K 27.45 3.19e-09 42-84 


1215 


IPB002919 


Trypsin Inhibitor-like cysteine rich 

r\ nni Q 1 n 
ULuiloxil 


IPB002919A 15.56 3.57e-09 52-64 
TPR009174A ^0 ^1 4 1 Sp-OQ 97-SS 

TPB001271 19 97 4 44e-09 58-86 
IPB002494A 12.44 4.97e-09 32-65 
PR012^8C 5 69 5 03e-09 18-33 
PR01228C 5.69 5.03e-09 22-37 
IPB002174A 30 51 5 28e-09 19-50 


1215 


IPB000254 


"Cellulose-binding domain, fungal 
type" 


IPB000254 18.11 5.36e-09 28-58 
IPB000006 13.41 5.59e-09 42-87 
IPB002174A 30.51 5.72e-09 36-67 
PR01228C 5.69 5.76e-09 27-42 


1215 


IPB000564 


2Fe-2S Ferredoxin 


IPB000564A 17.31 6.49e-09 1-19 


1215 


TPB000867 

XX U\J\J\J ou / 


Tn^nlin-li frp orowtfi fnptrvr-.'hii'id'irio" 

lllJUllll lllVw glUVv HI ±dK-> LU1 L?l 111X1 1 1 c± 

protein 


IPB000867R 1 1 44 6 55e-09 5-21 
IPB002174A 30.51 6.62e-09 7-38 


1215 


IPB002867 


Cysteine-rich domain (C6HC) 


IPB002867D 24.88 7.19e-09 38-69 
TPR000006 13 41 7 94e-09 50-95 


1215 


IPB000967 


Zinc finger NF-X1 type 


IPB000967D 10.42 7.37e-09 60-95 
TPR001 1 69 K 97 45 7 81 p-09 ^5-77 

IPB000006 13.41 8.07e-09 3-48 
TPB000006 13 41 8 07e-09 40-85 
IPB002494A 12 44 8 35e-09 29-62 

JL JL JU^ V V/ 1 m* I JL JL A. J-^ all L-' p w/ w* v -> — ■ — ' 

IPB000006 13.41 8.44e-09 55-100 


1215 


PR01117 


CLC-6 chloride channel signature I 


PR01117A 7.79 9.47e-09 51-63 
IPB001271 19.97 9.51e-09 67-95 
IPB002174A 30.51 9.77e-09 39-70 


1215 


IPB002221 


WAP-type (Whey Acidic Protein) 
four-disulfide core domain 


IPB002221B 17.12 1.00e-08 48-69 


1218 


PR00946 


Mercury scavenger protein signature 
I 


PR00946A 4.14 8.16e-09 6-24 


1221 


IPB002038 


Osteopontin 


IPB002038C 22.35 1.00e-40 119-160 


1221 


PR00216 


Osteopontin signature I 


PR00216A 11.45 9.71e-34 2-31 
IPB002038B 15.58 2.06e-32 23-67 
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PR00216C 9.12 5.85e-32 41-66 
IPB002038A 12.23 5.15e-31 1-30 
PR00216G 12.73 8.50e-30 231-256 
PR00216F 12 92 1 69e-99 152-170 
PR00216D 3.16 3.30e-18 88-102 
PR00216E 6.95 3 81e-18 120-134 
IPB002038D 9 52 5 50e-17 248-263 
PR00216D 3.16 3.69e-12 82-96 


1221 


IPB003403 


Herpesvirus immediate early protein 


IPB003403E 17.25 9.26e-09 63-90 


1222 


IPB000215 


Serpins 


IPB000215A 13.01 9.14e-18 107-130 
IPB000215D 15 35 3 74e-17 332-358 
IPB000215E 15.36 6.68e-16 419-443 
IPB000215C 13.90 7.88e-15 229-243 


1223 


IPB003006 


Immunoglobulin and major 
histocomnatibilitv comnlex domain 


IPB003006B 20.23 3.52e-10 279-316 
IPB003006A 17 51 7 75e-09 141-163 


1225 


IPB001241 


DNA topoisomerase II family 


IPB001241F 23.94 8.36e-37 399-447 


1225 


PR01158 


Topoisomerase II signature VIII 


PR01158H 13.39 5.50e~30 728-750 
IPB001241G 14.13 1.00e-29 471-497 

PR01 14 14 5 ?4p-?7 Q47-Q7^ 
PR01 158G 9.37 5.91e-27 681-704 


1225 


IPB002205 


"DNA gyrase/topoisomerase IV, 
subunit A" 


IPB002205B 14.49 4.79e-24 684-719 
IPB001241E 20.94 3.00e-22 295-321 
PR01158I 13.95 7.00e-22 758-778 
PR01158D 11.94 5.24e-21 489-504 


1225 


PR00418 


DNA topoisomerase II family 
signature VI 


PR00418F 13.13 3.40e-20 470-486 
IPB001241B 10.04 2.71e-19 96-114 
PR00418G 12.91 8.94e-19 488-505 
IPB001241H 17.27 1.96e-18 732-755 


1225 


PR00615 


CCAAT-binding transcription factor 
subunit A signature I 


PR00615A 17.09 2.93e-l 8 243-261 
PR01158J 13.56 3.45e-18 863-877 
IPB002205D 10.13 3.54e-18 791-812 
PR00615B 18.03 3.77e-18 631-649 
PR00418C 9.38 1.82e-17 100-114 
PR00418I 17.21 4.60e-17 550-566 
IPB002205A 8.13 9.54e-17 653-671 
PR00418A 13.58 7.65e-16 20-35 
PR01158C 11.35 1.00e-15 443-456 
PR01158E 8.11 2.29e-15 509-520 

PR00615C 17.93 8.50e-15 1072-1090 

P"R0D41 RF 14 1 ^7p-14 1Q7..41 1 

IPB001241D 14.87 1.43e-14 252-265 
PR00418B 12.37 2.57e-14 57-70 
PR0041 SD 14 OS 9 71 p~1 4 9S9-96S 

PR01158A 7.61 4.60e-13 380-390 
TPB002205P 1 1 RQ S OQe-19 7^6-7S0 

PR00418H 10.58 5.91e-12 508-520 
IPB001241C 13 37 1 3le-1 1 154-166 


1225 


IPB000509 


Ribosomal protein L36E 


IPB000509B 20.29 7.85e-ll 1140-1194 
PR01158B 8.30 1.27e-10 395-402 


1225 


IPB000135 


High mobility group proteins HMG1 
and HMG2 


IPB000135D2.13 5.64e-09 1286-1310 
IPB000135D 2.13 7.45e-09 1287-1311 
IPB000135D 2.13 8.09e-09 1288-1312 


1225 


PRO 1469 


Bacterial carbamate kinase signature 
V 


PR01469E 10.60 8.43e-09 52-70 
IPB000135D2.13 8.73e-09 1284-1308 


1226 


IPB000873 


AMP-dependent synthetase and 
ligase 


IPB000873A 11.08 1.50e- 12 248-263 


1226 


PR00154 


AMP-binding signature I 


PR00154A 8.79 5.14e-09 241-252 
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1 997 


tppiooio4^ 


v incuiin, type i 


TPR00104W 99 70 0 ORp-OQ 1^^-17^ 


1228 


IPB001073 


Complement Clq protein 


IPB001073B 20.88 3.48e-24 96-130 
IPB001073C 13.07 4.50e-13 163-182 
IPB001073A 22.14 6.55e-13 42-76 


1228 


PR00007 


Complement C1Q domain signature 
II 


PR00007B 15.63 9.56e-13 116-135 
IPB001073D7.60 1.00e-ll 195-204 
PR00007D 9.66 2.00e-ll 193-203 

r isSj\j\)\j 1 IO.Ij /.joc-1 1 IOJ-Ioh- 

PR00007A 20.64 3.04e-10 89-115 


1230 


IPB000906 


ZU5 domain 


IPB000906A 22.49 L99e-15 274-316 


1230 


PR01415 


Ankyrin repeat signature I 


PR01415A 12.73 3.70e-15 381-393 

Ir'rJUUUyUoLr Zj.oj o.U4e-iZ yuu-y4o 

IPB000906A 22.49 2.24e-ll 893-935 
ppmiKA io 7Q 1 nn*=» in ?si 90^ 

.r JtvU 1 *f 1 0 A. 1.Z./.3 l,UUc-IU zoi-zyj 

IPB000906F 35.93 1.61e-10 225-278 

PR 01 A] ^ \ 1 9 7^ 9 A^<=>..1 0 7Qfi-£08 

IPB000906D 23.89 3.88e-10 3 


1 9^0 


PR 0066^ 


V^XyiUOlll ICt/CpLOl MglldlUIC V 


PR0066ST? filA f\ lf\e»-C\Q 7^6-760 
IPB000Q06F 22 1 1 7 99e-09 978-^1 R 
PR01415B 10.23 7.75e-09 260-272 
PR01415B 10 23 9 25e-09 227-239 


1231 


IPB001124 


Lipid-binding serum glycoprotein 


IPB001124C 25.71 7.71e-17 210-253 
IPB001124D 21 85 5 71e-14 274-310 


1232 


IPB001124 


Lipid-binding serum glycoprotein 


IPB001124C 25.71 7.71e-17 210-253 
IPB001124D 21.85 5. 7 le- 14 274-310 


1233 


IPB001124 


Lipid-binding serum glycoprotein 


IPB001124C 25.71 7.71e-17 210-253 
TPR001 1 24D 21 85 S 71 e-1 4 274-11 0 


1234 


PR00053 


Fork head domain signature II 


PR00053B 12.24 8.50e-09 523-540 


1236 


IPB000258 


Bacterial ice-nucleation proteins 
octamer repeat 


IPB000258G 8.61 7.77e-09 92-145 


1237 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 6.57e-13 253-290 


1240 


IPB001627 


Sema domain 


IPB001627F 22.05 5.09e-29 255-288 
IPB001627G 2 1 .49 2. 17e-28 3 1 1-344 
IPB001627C 21.13 1.22e-21 162-193 
IPB001627B 18.84 1.79e-21 117-145 


1240 


IPB0021 65 


Plexin repeat 


IPB002165C 18.49 3.45e-19 255-287 
lrr>UUloZ/l lU.o/ o.D /e- 1 j 3 oo-jyy 
IPB001627A 16.97 5.26e-14 98-113 
IPB001627H 10.22 1.35e-13 358-370 
IPB001627K 13.76 7.92e-13 524-536 
IPB001627J 11.43 1.22e-12 436-452 
IPB002165C 18.49 3.64e-12 254-286 
IPB002165D 14.72 3.65e-12 524-536 
IPB001627D 16.04 6.70e-12 209-224 
IPB002165B 13.59 7.57e-12 136-145 
IPB001627E 8.70 9.59e-12 230-239 


1 1AH 


ppnnni 1 i 

Jr K.UUU 1 1 


lype lll iiOr-iiKe signature iv 


r>T> nnn i in 19 19 0 oo a 1 <c nfzn "jQfz 
rKUUUl LL) Iz. iz o.yje-lo /O/-/OJ 

PROOOUD 12.12 1.00e-15 550-568 

PROOOllB 13.08 5.06e-15 767-785 

PROOOllB 13.08 6.65eA5 289-307 

PROOOUD 12.12 6.67e-15 289-307 

PROOOllA 14.05 2.53e-14 289-307 

PROOOUD 12.12 5. 86e-14 638-656 

PROOOllB 13.08 8.50e-14 550-568 

PROOOllB 13.08 1.93e-13 160-178 

PROOOllB 13.08 2.55e-13 203-221 
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PROOOllB 13.08 2.86e-13 421-439 
PROOOllD 12.12 3.83e-13 378-396 
PROOOllD 12.12 6.00e-13 421-439 

PP0001 1 A 14 OS 7 R^f» 11 ^753 

rJ\UUulln It.UJ / ,OJC- L3 D 1 d~Dy\> 

PROOOllA 14.05 9.53e-13 203-221 
PROOOllB 13.08 9.53e-13 378-396 
PROOOllD 12.12 1.00e-12 810-828 
PROOOllB 13.08 1.59e-12 810-828 
PROOOllA 14.05 2.05e-12 550-568 
PROOOllD 12.12 3.02e-12 203-221 
PROOOllB 13.08 4. 84e- 12 638-656 
PROOOllD 12.12 5.50e-12 160-178 
PROOOllD 12.12 7.67e-12 507-525 


1 7A7 
LZh 1 


J.rx5UUUDDi 


rsvjF-iiKe uomam 


PROOOllD 12.12 8.29e-12 332-350 
PROOOllA 14.05 8.65e-12 421-439 
PROOOllA 14.05 1.55e-ll 767-785 
PROOOllD 12.12 1.73e-ll 593-611 
PROOOllA 14.05 3.08e-ll 638-656 
PROOOllB 13.08 5.43e-ll 593-611 
PROOOllD 12.12 6.66e-ll 464-482 
PROOOllB 13.08 7.78e-ll 332-350 
PROOOllD 12.12 7.82e-ll 724-742 


1 947 


if DUUUUJt 


f orninin \K 
JL^allliiiill J_> 


TPR000n^4P 19 07 R 04e-1 1 910-998 

PROOOllA 14.05 8.34e-ll 724-742 
PROOOllA 14.05 8.62e-ll 160-178 
PR0001 1 R 1 ^ 08 9 O^e-1 1 246-264 

PROOOllA 14.05 1.40e-10 810-828 
PROOOllB 13.08 1.53e- 10 724-742 
PROOOllA 14.05 1.93e-10 507-525 
PROOOllD 12.12 2.25e-10 246-264 
PROOOllB 13.08 2.59e-10 507-525 
PROOOllA 14 05 4 04e- 10 464-482 


1247 


IPB001774 


Delta serrate lipanrl 


IPB001774C 18 25 4 35e-10 1 15-157 

XX XJ\J\J X, I / Tv> lU.i-J X\J X X *J JL .J I 

IPB000561 4.89 4.75e-10 296-304 
PROOOllA 14 05 5 63e-10 246-264 


1247 


IPB001886 


Laminin N-terminal (Domain VI) 


IPB001886E 10.90 7.17e-10 294-310 
PROOOllD 12 12 8 20e- 10 681-699 
PROOOllB H.08 1.25e-09 464-482 
IPB000561 4.89 1.64e-09 731-739 
PROOOllA 14.05 2.00e-09 332-350 
PROOOllA 14.05 2.75e-09 681-699 


1247 


PR00764 


Complement C9 signature VI 


PR00764F 15.74 3.96e-09 237-257 


1247 


IPB002174 


Furin-like cysteine rich region 


IPB002174A 30.51 4.60e-09 785-816 
PROOOllA 14.05 4.87e-09 593-611 


1247 

JL I / 


IPB002899 


RR mnHiilp 

1—lXJ XXX\J\XKX1S^ 


TPR002899A 6 67 6 ^26-09 415-421 
IPB002899A 6 67 6 32e-09 761-767 


1247 


IPB002494 


"TCeratin hi oh sulfur R9 nrntpin" 


TPB009404 A 1 2 44 6 32e-09 652-685 


1247 


IPB003884 


Factor I membrane attack comolex 


IPB003884F 16.26 7.27e-09 587-602 
IPB000034C 12.97 7.55e-09 296-314 
IPB001886E 10.90 7.83e-09 772-788 
IPB000561 4.89 8.71e-09 645-653 
IPB000561 4.89 8.71e-09 688-696 
PROOOllB 13.08 8.77e-09 681-699 
IPB000561 4.89 1.00e-08 253-261 


1249 


IPB002867 


Cysteine-rich domain (C6HC) 


IPB002867D 24.88 5.04e-18 129-160 


1249 


PR01475 


Parkin signature IX 


PR01475I 10.01 8.01e-09 86-108 


1254 


IPB002209 


HBGF (heparin binding growth 


IPB002209B 26.84 8.50e-31 90-128 \ 
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factor)/FGF (fibroblast growth 
factor) family 


IPB002209C 23.35 1.00e-19 137-164 


1254 


PR00262 


IL1/HBGF family signature I 


PR00262A 25.25 4.38e-ll 77-104 


1254 


PR00263 


Heparin binding growth factor family 
signature IV 


PR00263D 13.56 5.57e-ll 106-125 
PR00263C 8.53 7.51e-10 90-102 
PR00262B 23.59 1.00e-08 108-128 


1258 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 

r ...» - 7 r 


IPB003006B 20.23 7.48e-10 165-202 


1260 


IPB000956 


Stathmin 


IPB000956B 9.49 7.36e-ll 208-241 


1260 


PR00345 


Stathmin family signature II 


PR00345B 6.89 9.15e-ll 207-235 


1260 


IPB000533 


Tropomyosin 


IPB000533C 10.81 3.06e-09 113-154 


1261 


IPB000215 


Serpins 


IPB000215D 15.35 5.03e-14 324-350 
IPB000215A 13.01 2.91e-12 49-72 
IPB000215C 13.90 5.00e-09 216-230 


1262 


PR01377 


Claudin-1 signature I 


PR01377A 7.94 1.00e-16 22-33 


1263 


PR00328 


GTP-binding SARI protein signature 
I 


PR00328A 12.43 5.14e-12 27-50 
PR00328B 7.64 2.38e-ll 55-79 


1263 


IPB00025 1 


ADP-ribosylation factors family 


IPB000251A 23.98 9.70e-09 55-108 


1264 


IPB001919 


"Cellulose-binding domain, bacterial 
type" 


IPB001919B 14.22 2.97e-09 270-294 


1265 


PR00258 


Speract receptor signature II 


PR00258B 7.94 3.00e-16 493-504 
PR00258C 9.05 3.70e-14 62-72 

rlvuu/iJOL/ Z?.\J.J / . JuC I't JUO J 10 

PR00258A 13.56 4.34e-13 474-490 
PR00258D 14.29 2.66e-12 93-107 
PR00258D 14.29 4.55e-12 539-553 
PR00258A 13.56 7.20e-ll 133-149 
PR00258D 14.29 4.53e-10 294-308 
PR00258A 13.56 6.22e-10 229-245 
PR00258C 9.05 4.83e-09 163-173 
PR00258E 14.06 5.72e-09 215-227 
PR00258E 14.06 7.20e-09 562-574 


1266 


PR00258 


Speract receptor signature II 

* 


PR00258B 7.94 3.00e-16 493-504 
PR00258C 9.05 3.70e-14 62-72 

PRn09SRP Q OS 7 ^Op- 1 A. S0R-S1R 
r ivu u j o v- 7,uj /juc"1t- juo-jio 

PR00258A 13.56 4.34e-13 474-490 
PR00258D 14 29 2 66e~1 2 93-107 
PR00258D 14 29 4 55e-12 539-553 
PR00258A 13 56 7 20e-ll 133-149 
PR00258D 14.29 4.53e-10 294-308 
PR00258A 13.56 6.22e-10 229-245 
PR00258C 9.05 4.83e-09 163-173 
PR00258E 14.06 5.72e-09 215-227 
PR00258E 14.06 7.20e-09 562-574 


1270 


PR01305 


Invasion protein B family signature 
IV 


PR01305D 7.82 6.19e-09 423-436 


1273 


IPB001245 


Tyrosine kinase catalytic domain 


IPB00 1245 A 22.45 L00e-27 207-247 


1273 


IPB003527 


MAP kinase 


IPB003527C 14.70 2.94e-27 199-247 


1273 


IPB000961 


Protein kinase C-terminal domain 


IPB000961C 15.48 5.95e-22 214-248 
IPB003527D 21.53 2.80e-17 256-297 


1273 


IPB001772 


Kinase associated domain 1 


IPB001772C 20.66 3.29e-17 202-232 


1273 


IPB000095 


PAK-box /P21-Rho-binding 


IPB000095E 17.62 6.35e-17 215-260 


1273 


IPB000861 


PKN/rhophilin/rhotekin rho-binding 
repeat i 


IPB000861F 16.50 9.81e-16 208-262 


1273 


IPB000959 


POLO box duplicated region 


IPB000959B 15.68 3.01e-14 191-231 


1273 


IPB000494 


"Epidermal growth-factor receptor 
(EGFR), L domain" 


IPB000494C 24.40 7.88e-14 201-247 
IPB001245B 21.68 6.19e-13 263-301 
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IPB003527G 17.26 3.20e-10 360-397 
IPB000961D 21.23 5.27e-10 259-300 
IPB000961A 16.82 3.33e-09 102-136 


1273 


PR00109 


Tyrosine kinase catalytic domain 
signature I 1 


PR00109B 11.07 7.75e-09 214-232 


1275 


IPB001762 


Disintegrin 


IPB001762A 23.93 4.33e-23 458-498 


1275 


IPB002870 

JLJL J—J* \S \J Ami v/ / V/ 


Rpnrnlv^in familv propeptide 

IwUl vl YOHl XC11J.jl1.jl j r**- ^ vjlv/ 


IPB002870B 24 73 3 54e-20 131-169 

JL JL .I.J' \y V XV Vf^ / VJ 7 X--* r • / w» • «^ 1 XW ^/ X X X 


1275 


PR00289 


sOi^intefTriri siPnature I 


PR00289A 14 29 1 16e-14 474-493 

JL JVVWxvVJ / i L X 1 tiwy JL • JL. V^' w J. 1 I #1 * — ^ 

IPB002870F 18.81 3.03e-14 402-426 
IPB002870E 11.90 2.46e-12 361-373 
IPB001762B 10.06 3.40e-12 505-515 
IPB001762A 23.93 9.20e-ll 426-466 


1275 


IPB000130 


"Neutral zinc metallopeptidases, 
zinc-binding region" 


IPB000130 5.86 1.56e-10 359-369 


1275 


PR00138 


Matrixin signature IV 


PR00138D 14.57 2.54e~10 359-384 
IPB002870D 16.31 4.77e-10 327-342 


1275 


IPB001774 


Delta serrate ligand 


IPB001774C 18.25 5.31e-10 677-719 


1275 


PR00480 


Astacin family signature II 


PR00480B 14.35 5.57e~10 354-372 


1275 


PR00436 


Interleukin-8 signature I 


PR00436A 15.20 7.43e-10 5-28 


1275 


IPB001818 


Matrixin 


IPB001818D 14.91 1.72e-09 353-384 
PR00289B 11.74 3.80e-09 503-515 
IPB002870A 12.22 6.54e-09 85-101 


1215 


IPB003306 


WIF domain 


IPB003306E 25.51 7.40e-09 654-699 


1275 


PRO 1236 


Tumour necrosis factor beta 
(lympliotoxin-alpha) signature I 


PR01236A 4 92 7 49e-09 17-33 
IPB002870C 11.01 9.64e-09 295-305 


1277 


PR01415 

JL 1\.V JL t JL 


Ankvrin repeat signature I 

Jl L11I\. Jl 111 A. W L/ <w «*J» L fcjUU^Ul V JL 


PRO 141 5 A 12 73 1 00e-12 341-353 

X X ^.^jr X 1 X »_/ x A. X ^CW o / — X • V W X Xw *^ 1 X — ' w» • 

PR01415A 12.73 2.29e-ll 302-314 

JL JL JL I X XX. X » / A^ X^ • AW X X fci^ AV X ■ 


1277 


PRO 1256 


Otxl transcription factor signature II 


PR01256B 5.92 4.44e-09 431-443 
PR01256B 5.92 9.39e-09 432-444 


1278 


PR00756 

JL JL V. w v / w 


Membrane alanvl dioeotidase (Ml^ 
family signature IV 


PR00756D 10.78 7.75e-18 412-427 
PR00756A 12.71 1.45e- 17 245-260 
PR00756B 15.53 2.04e-14 297-312 
PR00756E 10.37 5.68e-09 431-443 


1278 


IPB000130 


"Neutral zinc metallopeptidases, 
zinc-binding region" 


IPB000130 5.86 6.57e-09 412-422 


1278 


IPB002594 


Glycoside hydrolase family 12 


IPB002594A 4.24 1.00e-08 26-35 


1288 


IPB000483 

JL JL JL— w \J \Jr V/ 1 V w' 


Leucine rich repeat C-terminal 

a J W XX I w X X*W XX X *W L> W ILX B- V—-' !, w JL XXX XXX1LX-X 

domain 


IPB000483 11 18 6 85e-13 252-266 


1288 


PR00019 


Leucine-rich repeat signature I 


PR00019A 11.72 5,64e-09 164-177 


1288 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 6.19e-09 348-385 
PR00019B 11.42 8.91e-09 112-125 


1290 


PR00019 

JL X A. Vp* \-f V>> -A- .J* 


Leucine-rich repeat signature II 


PR00019B 11.42 4.18e-12 83-96 
PR00019A 11.72 1.00e-10 86-99 
PR00019A 11.72 1.67e-10 111-124 


1290 


IPB000483 


Leucine rich repeat C-terminal 

^^m^ ^» W» X A A A A A A -A » — »■> f * ^» A A A A A * A A 

domain 


IPB000483 11.18 7. 43 e- 10 131-145 


1290 


IPB000267 


Asparaginase/glutaminase family 


IPB000267A 12.78 7.67e-09 11-27 


1290 


PR01528 


EDG-4 lvsophosphatidic acid 
receptor signature II 


PR01528B 3.89 8.48e-09 130-144 


1292 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 5.85e-09 195-232 


1293 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 5.85e-09 195-232 


1295 


IPB001073 


Complement Clq protein 


IPB001073B 20.88 6.35e-20 92-126 


1295 


PR00007 


Complement C1Q domain signature 
III 


PR00007C 16.13 5.93e-14 159-180 
PR00007B 15.63 1.66e-13 112-131 
IPB001073C 13.07 2.25e-13 159-178 
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IPB001073D 7.60 6.40e-12 191-200 
IPB001073A 22. 14 4.67e-l 1 32-66 
PR00007D 9.66 6.29e-10 189-199 
PR00007A 20.64 3.68e-09 86-112 


1295 


PR00513 


5-hydroxytryptamine IB receptor 
signature IV 


PR00513D 10.60 9.80e-09 50-67 


1296 


PRO 1481 


Neurotensin type 2 receptor signature 
VI 


PR01481F 11.66 8 46e-28 236-259 1 
PR01481E 6.05 7.87e-25 214-235 
PR01481C 15.05 1.00e-17 150-163 


1296 


PRO 1479 


Neurotensin receptor signature II 


PR01479B 12.40 2.43e-17 89-101 
PR01481A 7.58 3.54e-16 1-13 
PR01481B 6.68 1.45e-15 14-26 
PR01481D 4.62 2.19e-15 164-175 
PR01479E 8.74 3.70e-15 305-315 
PR01479D 13.10 6.57e-14 294-304 
PR01479A 8.89 1.00e-13 29-39 


1296 


PR00237 


Rhodopsin-like GPCR superfamily 
signature VI 


PR00237F 14.34 9.33e-13 269-293 
PR00237G 19.23 4.44e-12 314-340 


1296 


PR00665 


Oxytocin receptor signature IV 


PR00665D 10.30 1.32e-ll 108-124 
PR01479F 8.03 5.19e-l 1 342-352 
PR00237A 9.81 7.33e-10 34-58 
PR00237D 9.76 7.43e-10 125-146 


1297 


IPB001101 


Plectin repeat 


IPB001101C 6.05 3.42e-35 894-946 


1297 


IPB001589 


Actinin-type actin-binding domain 


IPB001589C 16.73 1.78e-31 285-316 
IPB001589D 26.07 2.55e-27 340-383 
IPB001101M 9.29 7.80e-27 1607-1657 
IPB001101Z 7.76 2.12e-25 3013-3066 
IPB001101B 12.20 1.00e-24 791-844 
IPB001101F 10.86 3.20e-22 1078-1126 
IPB001101E6.00 7 


1297 


IPB002017 


Spectrin repeat 


IPB002017A 14.19 3.25e-l 1 246-262 
IPB001 101O 7 28 8 69e-l 1 2855-2892 
IPB001 101S 8.38 9.52e-l 1 2695-2738 
IPB001101N4.86 2.32e-10 1779-1833 i 
IPB001101N4.86 3.81e-10 1758-1812 
IPB001101N 4.86 3.87e-10 1737-1791 
IPB001 101R 5.90 3.91e-10 31 12-3165 
IPB001101T 7.36 5.01e-10 2720-2774 
IPB001 101 W 10.36 5.46e-10 3033-3062 
IPB001 101T 7.36 5.53e-10 3067-3121 
IPB001101R 5.90 2.07e-09 2727-2780 


1297 


IPB000237 


GRIP domain 


IPB000237B 30.66 2.76e-09 2392-2442 
IPB001101Q 7.28 3.27e-09 3166-3203 


1297 


IPB001664 


Intermediate filament proteins 


IPB001664B 17.44 5.92e-09 1742-1781 
IPB001101O 8.21 6.25e-09 1767-1800 


1297 


IPB002079 


"Gag polyprotein, inner coat protein 
pl2" 


IPB002079J 10.53 6.85e-09 1766-1794 


1297 


IPB001715 


Calponin homology (CH) domain 


IPB001715A 10.74 7.00e-09 241-251 
IPB001101W 10.36 7.63e-09 2798-2827 
IPB0015S9E 11.55 8.94e-09 389-398 


1297 


IPB003865 


Prolyl 4-hydroxylase alpha subunit 
C-terminus 


IPB003865A 20.35 9.33e-09 2093-2137 
IPB001101X 9.00 9.86e-09 3063-3096 


1298 


IPB001101 


Plectin repeat 


IPB001101C 6.05 3.42e-35 906-958 


1298 


IPB001589 


Actinin-type actin-binding domain 


IPB001589C 16.73 1.78e-31 297-328 
IPB001589D 26.07 2.55e-27 352-395 
IPB001101M 9.29 7.80e-27 1619-1669 , 
IPB001101Z 7.76 2.12e-25 3025-3078 
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IPB001101B 12.20 1.00e-24 803-856 
IPB001101F 10.86 3.20e-22 1090-1138 
IPB001101E6.00 7 


1298 


IPB002017 


Spectrin repeat 


IPB002017A 14.19 3.25e-ll 246-262 

tproo 1 inin 7 s ^n 0 i i o q jct oon/i 
irJDuuiiwi^ /.zo o.oye-ii zooz-zyu^f 

IPBOOIIOIS 8.38 9.52e-ll 2707-2750 

TPR001 1 OlTsJ 4 R6 ? ^9 P 1 0 1 7Q1 1 R4S 

IPB001101N4.86 3.81e-10 1770-1824 

TPB00 1 1 0 1 N 4 R6 1 R7p- 1 0 1 740 1 R01 

IPBOOIIOIR 5.90 3.91e-10 3124-3177 
IPB001 101T 7 36 5 01 e-1 0 2712-2786 

XX J— J \J \J 1 IV J. 1 / mmJ\J ~f ,\J X <s X\S X-t 1 Jl. Zi 1 \J\J 

IPB001101W 10.36 5.46e-10 3045-3074 
IPBOOIIOIT 7.36 5.53e-10 3079-3133 
IPBOOIIOIR 5 90 2 07e-09 2739-2792 


1298 


IPB000237 


GRIP domain 


IPB000237B 30.66 2.76e-09 2404-2454 
IPB001101O 7 28 3 27e-09 3178-321 5 


1298 


IPB001664 


Intermediate filament proteins 


IPB001664B 17.44 5.92e-09 1754-1793 
IPBOOIIOIQ 8.21 6.25e-09 1779-1812 


1298 


IPB002079 


"Gas polvDrotein. inner coat nrotein 
pl2" 


IPB002079J 10 53 6 85e-09 1778-1 £06 


1298 


IPB001715 


Calponin homology ( CHD domain 


IPB001715A 10 74 7 00e-09 241-751 
IPB001101W 10.36 7.63e-09 2810-2839 
IPB001589E 11.55 8.94e-09 401-410 


1298 


IPB003865 


Prolyl 4-hydroxylase alpha subunit 
C-terminus 


IPB003865A 20.35 9.33e-09 2105-2149 
IPB001101X 9.00 9.86e-09 3075-3108 


1306 


IPB000998 


MAM domain 


TPR0009QRP 1 R 61 Q 65p-1 5 510-595 

IPB000998D 18.66 2.41e-14 575-598 
IPB000998B 17.20 4.55e-10 430-442 


1306 


PR00020 


MAM domain signature I 


PR00020A 20.48 7.62e-10 428-446 
PR00020C 12.01 4.78e-09 509-520 


1308 


IPB001552 


Acvl-CoA dehvdroi?ena<;p 


TPR001 559F 99 77 9 46** 1 Q 796 766 
TPB001 559D 94 5 35p-1 Q 615-677 
IPB001552C 25 04 7 75e-15 581-621 
IPB001552B 18 05 3 19e-12 530-552 
IPB001552A 11.25 6.90e-10 503-514 


1309 


IPB001552 


Acyl-CoA dehydrogenase 


IPB001552E 22.77 2.46e-19 708-748 
IPB001552D 24.88 5.35e-19 617-659 
IPB001552C 25.04 7.75e-15 563-603 
IPB001552B 18.05 3.19e-12 512-534 
IPB001552A 11.25 6.90e-10 485-496 


1310 


IPB002524 


Cation efflux family 


IPB002524B 23.89 5.20e-17 86-125 


1310 


IPB003452 


Stem cell factor 


IPB003452B 19.11 6.63e-09 145-193 


1311 


PR00215 


Neuromodulin signature III 


PR00215C 13.82 7.58e-10 743-763 


1311 


PR00194 


Tropomyosin signature IV 


PR00194D 9.54 7.19e-09 622-645 


1311 


IPB001422 


Neuromodulin fGAP-41^ 


TPR001499 A 1 1 91 7 41*= OO 71 R 769 


1314 


IPB000569 


HECT domain ^1 Jbianitin-nrntein 

— ' >— ' x viv^A-iXfcLlJX ^ L/l VJ Ul till L/Jt WLlvlll 

ligase) 


TPR000560P 90 1Q R QAp ^O 9970 99QQ 


1314 


IPB000135 


High mobility group proteins HMG1 
and HMG2 


IPB000135D 2.13 9.00e-17 361-385 
IPB000135D 2.13 7.04e-16 370-394 
IPB000135D 2.13 3. 70e- 15 360-384 
IPB000135D 2.13 5.50e-15 364-388 
IPB000135D 2.13 7.43e-15 367-391 
IPB000135D 2.13 7.94e-15 365-389 
IPB000569A 16.82 8.58e-15 2 


1314 


IPB001580 


Calreticulin family 


IPB001580F 2.93 5.50e-10 370-379 


1314 


IPB001990 


Granins (cliromogranin or 
secretogranin) 


IPB001990C 33.59 6.26e-10 352-399 
IPB001580F 2.93 7.75e-10 369-378 
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IPB000135D 2.13 8.34e-10 351-375 
IPB000569B 18.58 8. 92e- 10 2233-2249 


1314 


IPB003403 


Herpesvirus immediate early protein 


IPB003403E 17.25 8.97e-10 359-386 


1314 


IPB002889 


WSC domain 


IPB002889B 11.76 2.88e-09 1392-1438 
IPB000135D 2.13 4.09e-09 381-405 
IPB000135D 2.13 4.18e-09 352-376 
IPB000135D 2.13 4.36e-09 353-377 
IPB002889B 11.76 4.66e-09 1440-1486 


1 1 1 A 
Ld 14 


T'D'Qnmnnn 
lr^r>UUZUUU 


JL/ysosome-associaiea memurane 
glycoprotein (Lamp) 


IPB000135D 2.13 6.27e-09 349-373 

irDUVJ 1 JOUr U.tl/C l/y J ;t JOJ 

IPB000135D 2 13 6 45e-09 382-406 
IPB002889B 11.76 6.81e-09 1458-1504 
IPB002000D 5 87 7 lle-09 1434-1447 
IPB002889B 11.76 7.47e-09 1417-1463 
IPB001990C 33.59 7.51e-09 347-394 
IPB000135D 2.13 8.36e-09 350-374 
IPB002889B 11.76 9.53e-09 1402-1448 


1314 


IPB000637 


HMG-I and HMG-Y DNA-binding 
domain (A+T-hook) 


IPB000637B 14.21 9.73e-09 369-387 


1314 


PRO 1073 


Presenilin 1 signature HI 

X JL V>L?V/i 11 JL 11 1 X 0 1 1 1 CL L- V4 1. lli 


PR01073C 1.45 9.89e-09 367-378 


1317 


PRO 1145 


Thyrotropin receptor precursor 
signature I 


PR01145A 6.74 9.10e-ll 3-22 


1317 


PRO 1472 


Intercellular adhesion 
molecule/vascular cell adhesion 

rn c\\ ppi il p~ 1 Qicrnaturpl 


PR01472A 16.78 7.66e-09 35-51 


1321 


PR00019 


Leucine-rich repeat signature II 


PR00019B 1 1.42 7.88e-12 335-348 
PR00019B 11.42 1.33e-10 477-490 
PR00019A 1 1.72 4.00e-10 480-493 
PR00019A 1 1.72 4.33e-10 338-351 


1 ^9 1 


ll DUU i JOU 


L^aireiiL-uiiri id.iiiiiy 


TPROO 1 580F 9 Q^4 Q4p-1 0 648-657 

IPB001580F 2.93 4.94e-10 649-658 
TPB001580F 2 93 4 94e-10 650-659 
PR00019B 11 42 5 33e-10 167-180 
PR00019A 11.72 4.00e-09 454-467 


1321 

JL iw JL 


IPB000135 


Hieh mobility ptoud nroteins HMG1 
and HMG2 


IPB000135D 2.13 4.64e-09 637-661 
PR00019B 11.42 7.55e-09 193-206 
PR00019B 11.42 7.55e-09 309-322 
PR00019B 11.42 7.82e-09 451-464 
IPB000135D 2.13 8.55e-09 635-659 


1322 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 9.14e-12 297-334 


1322 


IPB001000 


Glycoside hydrolase family 10 


IPB001000H 10.38 7.80e-09 8-21 


1323 


IPB001000 


Glycoside hydrolase family 10 


IPB001000H 10.38 7.80e-09 8-21 


1324 


IPB003884 


Factor I membrane attack complex 


IPB003884A 12.20 7.06e-09 34-45 


1328 


PR00258 


Speract receptor signature II 


PR00258B 7.94 5.00e-16 654-665 
PR00258B 7.94 6.50e-16 30-41 
PR 0025 SB 7 94 6 50e-16 204-215 

PR00258A 13.56 9.70e-14 635-651 
PR00258B 7.94 2.58e-13 316-327 
PR00258E 14.06 4.16e-13 491-503 
PR00258A 13.56 5.63e-13 402-418 
PR00258A 13.56 6.14e-13 185-201 
PR00258B 7.94 6.62e-13 421-432 
PR00258C 9.05 9.18e-13 45-55 
PR00258A 13.56 1.22e-12 1 1-27 
PR00258A 13.56 1.22e- 12 297-313 
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PR00258K 14 06 1 9Re-1? 99-1 1 1 
PR00258E 14.06 9.22e-12 273-285 
PR00258D 14.29 2.00e-ll 468-482 
PR00258D 14.29 3.20e-ll 700-714 
PR00258D 14.29 2 76e-10 250-264 
PR00258C 9.05 4.95e-10 219-229 
PR00258C 9.05 4.95e-10 331-341 
PR00258E 14.06 5.42e-10 385-397 
PR00258D 14.29 8.06e-10 362-376 
PR00258C 9.05 7.51e-09 436-446 


1 111 

L3DJ 


TPR000Q70 

JLJT DUUU7 / \J 


Wnt-1 family" 


IPB000970E 22 74 1 00e-40 202-255 
IPB000970F 23.43 1.51e-40 307-355 
IPB000970C 13 22 2 80e-25 101-132 
IPB000970B 14.73 6.14e-23 65-88 


1333 


PR01349 


Wnt protein signature IV 


PR01349D 8.90 3.81e-20 222-237 
IPB000970D 13 85 3.48e-17 167-186 
PR01349C 10.34 3.86e-15 167-179 
PR01349A 11.18 8.55e-14 103-117 
PR01349B 10.00 3.32e-12 122-135 
PR01349E 12.39 5.61e-ll 283-294 


1333 


IPB001073 


Complement Clq protein 


IPB001073A22.14 4.20e-10 137-171 
IPB000970A 13.08 5.78e-10 41-56 


1335 


PR00245 


Olfactory receptor signature I 


PR00245A 10.98 8.92e-ll 59-70 


1335 


PR00534 


Melanocortin receptor family 
signature I 


PR00534A 12.77 3.61e-09 18-30 


1337 


IPB001522 


"Fatty acid desaturase, type 1" 


IPB001522D 12.81 1.0Ge-40 119-154 
IPB001522F 22.32 1.00e-40 241-295 
IPB001522E 20 55 5 85e-36 163-216 
IPB001522C 14.10 2.89e-33 81-117 


1337 


PR00075 


Fatty acid desaturase family 1 
signature IV 


PR00075D 13.27 3.57e-33 131-160 
PR00075C 10.51 3.40e-22 94-114 
PR00075G 10.50 6.62e-20 268-282 
PR00075E 11.60 6.46e-18 192-210 
PR00075A 16.73 9.44e-17 47-67 
PR00075F 14.62 8.81e-16 225-246 
PR00075B 13.44 4.56e-14 71-93 
IPBOOH'^R 29 55 6 82e-l 9 29-80 


1339 


IPB000135 


High mobility group proteins HMG1 
and HMG2 


IPB000135D 2.13 2.57e-17 46-70 
IPB000135D 2.13 9.86e-17 43-67 
IPB000135D2 IS 6 10e-16 45-69 
IPB000135D 2.13 1.77e-15 47-71 
IPB000135D 2.13 2.93e-15 44-68 
IPB000135D 2.13 3.83e-15 41-65 
IPB000135D 2.13 2.95e-14 48-72 
IPB000135D 2.13 7.93e-14 42-66 
IPB000135D 2.13 7.81e-13 49-73 


1339 


IPB001422 


Neuromodulin (GAP-43) 


IPB001422C 16.82 3.41e-ll 40-75 
IPB000135D 2.13 9.08e-ll 40-64 
IPB000135D 2 13 9 69e-ll 50-74 


1339 


IPB001580 


Calreticulin family 


IPB001580F 2.93 1.00e-10 50-59 
IPB000135D 2.13 2.17e-10 51-75 
IPB000135D 2.13 3.15e-10 39-63 
IPB001580F 2.93 4.94e-10 57-66 
IPB001580F 2.93 4.94e-10 58-67 
IPB001580F 2.93 5.50e-10 56-65 
IPB001580F 2.93 6.06e-10 54-63 
IPB001580F 2.93 7.75e-10 49-58 
IPB001422C 16.82 7.99e-10 43-78 
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TPPtOfH 499P 16 89 R ^Rf* 1 0 J.9..77 

IPB000135D 2.13 8.63e-10 38-62 
TPB001 5R0F 9 52 SRe-l 0 SI -60 

IPB001422C 16.82 9.05e-10 46-81 
IPB001580F 2 93 9 44e-10 59-68 
IPB001422C 16.82 5.61e-09 48-83 
IPB000135D 2.13 6.27e-09 37-61 
IPB001422C 16 82 6 40e-09 44-79 

JL JL -M—J XX XX JL I AW aw V— 1 XX ■ x«ff AW V/ ■ 1 W Xwf V -X 1 1 / 

IPB001580F 2.93 6.40e~09 52-61 
IPB001422C 16.82 8.99e-09 47-82 

A. A. «" ^ XX A. 1 AW < * X JL V » AW \^ • ^» >X ■ / V.' ■ » 


1339 


IPB000637 


HMG-I and HMG-Y DNA-binding 
domain f A+T-hook) 

X^A AA,^-*-A AA \ **■ *■ AAV^V^A^.» 


IPB000637B 14.21 1.00e-08 45-63 
IPB001580F2.93 1.00e-08 61-70 


1340 


IPB004000 


Actin and actin-like 


IPB004000C 8.66 4.86e-20 137-191 
IPB004000D 13 38 5 70e-16 267-321 

JL JL A -* V V • V W ,1 ^ JL • KX *X ■ i w *X 1 \/ XX # AW. A. 


1340 


PR00190 


Actin signature VI 


PR00190F 7.36 2.20e-14 135-154 
IPB004000A 9 97 4 64e-13 5-43 

JL JL JL_ r \J \J 1 VX \J" f 1 A- *S » ^ f 1 ■ VJf I W JL •w' 1 *X* 

IPB004000B 6.57 5.80e-12 83-133 


1341 

M- 1 JL 


PRO 1333 

-L A. X. XX JL 


Two Dore domain K+ channel 

JL f I VX Xw, XjX ViVJlA JL W#-A. 11 J-\, ' w X A A -1 A A. X— ' J. 

signature I 


PR01333A 18.74 4.00e-18 125-153 

JL 1. X- \y A. ^X fc** A A. A. VJ * / 1 la XX \/ ^X -A_ ^X A. t* » *X JL «hX 


1341 


PRO 1463 


EAG/ELK/ERG potassium channel 
familv signature VI 

i.**xiiii y ui t—iiitvuii x> » i. 


PR01463F 4.09 1.95e-12 243-260 
PR01333B 10.39 9.7 le- 10 255-264 

J. X. X-T J_ fcX 1 X VX • a/ * / JL XiX A. XX AV h-' AW XX i 


1341 


PRO 1526 


EDG-6 sphingosine 1 -phosphate 
receptor signature IV 


PR01526D 5.56 9.71e-09 1-16 


1343 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 8.20e-10 348-385 


1344 


IPB000998 


MAM domain 


IPB000998C 18.63 1.95e-12 833-848 
IPB000998B 17.20 1.62e-ll 761-773 

A- A, ,a j XX SX XX w* XX B A. / o Aw XX A. • XX Arf A A. f VX A. ft 


1344 


PR00020 


MAM domain signature I 


PR00020A 20.48 3.62e-ll 759-777 
PR00020C 12.01 8. 12e-10 832-843 

A. A. V> X> X> Aw X^ A AW • O A X^ * A jmm '•■r A. X# X^ i*w X^ V 

IPB000998D 18.66 9.61e-10 898-921 


1344 


IPB003006 

A. A, ■ ^ Vp' XX XX x^ X* 


Immunoglobulin and maior 

•A. A -A- A.-* A A- vft^A X^ >^b> A X^ X^ V» A * * A A A XA- A A- AVf I X*' A 

histocompatibility complex domain 


IPB003006A 17.51 7.11e-09 354-376 

AL A, A — XX XX XX XX XX -X- A t • %^ Av # • A. A> ^X XX »w ■ ' » X-» 


1344 


PR00096 

•A. A. W • ^— » — ^ X^ 


Glutamine amidotransferase 

^ * A V»^- V v*i A A A A A V* A A A A V A 14 A A L^.* A. A v* 

superfamily signature III 


PR00096C 15.85 9.28e-09 534-547 


1345 


IPB002350 


Kazal-type serine protease inhibitor ' 
family 


IPB002350 31.78 3.92e-13 127-167 


1345 


IPB000867 


Insulin-like growth factor-binding 
protein 


IPB000867B 11.44 1.37e-12 75-91 


1345 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 3.88e-10 231-268 


1345 


IPB002328 


Zinc-containing alcohol 
dehydrogenase 


IPB002328C 11.03 8.84e-10 76-90 


1346 


IPB000224 


Vesiculovirus phosphoprotein 


IPB000224A 7.26 6.74e-10 437-470 


1346 


1PB000135 


High mobility group proteins HMG1 
and HMG2 


IPB000135D 2.13 7.16e-10 430-454 


1346 


PR00449 


Transforming protein P21 ras i 
signature I 


PR00449A 12.48 8.16e-10 83-104 


1346 


PR00326 


GTP1/OBG GTP-binding protein 
family signature I 


PR00326A 8.70 9.13e-10 85-105 
IPB000135D 2.13 3.09e-09 434-458 


1346 


IPB000619 


Guanylate kinase 


IPB000619A 18.08 4.21e-09 85-102 


1346 


PR00905 


Hypothetical mycoplasma lipoprotein 
(MG045) signature VIII 


PR00905H 6.88 5.89e-09 343-363 


1346 


PR00364 


Disease resistance protein signature I 


PR00364A 8.29 7.14e-09 84-99 


1346 


PR00094 


Adenylate kinase signature I 


PR00094A 9.62 9.57e-09 86-99 


1346 


PR00918 


Calicivirus non-structural polyprotein 
family signature I 


PR00918A 13.81 9.69e-09 79-99 


1346 


IPB000795 


GTP-binding elongation factor 


IPB000795A 10.67 9.77e-09 84-99 
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IPB000135D 2.13 9.82e-09 429-453 


1348 


PR00406 


Cvtochrome B5 reductase signature 

X- S y ^.^J" V*^ J. 11 V/X JL JL .* •— ' JL »^ » Wit vMVJ ^— A L— 1. J. L. L4 JL 

VI 


PR00406F4.29 4.86e-ll 158-166 


1348 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 6.48e-ll 473-510 
IPB003006B 20.23 4.60e-10 291-328 
IPB003006B 20.23 3.08e-09 190-227 


1348 


PR 000 14 


Fihroneetin tvne III repeat signature 
IV 


PR00014D 15 12 8 83e-09 891-905 


1349 


PR006Q8 


(""! plpcranc: Srcr famil v intepral 

v.L/H/ctiiij ui g, xcniiiiy iiiiUk^i ui 

membrane protein signature V 


PR00698E 14 6^ 2 76e-09 97-122 


1349 


TPB002146 

JUL J_Jv/V7a<±^VJ 


ATP svnthase B/B' CFiW 


IPB002146 21 39 6 94e-09 174-212 

JL JL | * X-/ V iw JL 1 V JL • fc- ' — ^ VJ 1 i 1 \J S JL / 1 JL /W 




TPB000215 

JUT JJuUUZ/ 1 w> 


i 


IPB000215D 15 35 1 41e-18 311-337 
IPB000215A 13.01 8.29e-18 72-95 

JL JL ,1 0 ^sJ XJ \J JL -J- JL JL ■ JL A rfta^ JL * ^ ' 

IPB000215C 13.90 1.53e-15 207-221 
IPB000215E 15.36 7.00e-13 378-402 
IPB000215B 9.87 4.68e-ll 180-192 


1352 


IPB001737 


Ribosomal RNA adenine 
dimethylase 


IPB001737A 27.11 8.54e-10 134-179 


1355 


IPB000906 


ZU5 domain 


IPB000906G 25.85 6.28e-10 164-212 
IPB000906A 22.49 3.16e-09 58-100 


1356 


IPB001245 


Tyrosine kinase catalytic domain 


IPB001245B 21.68 6.54e-13 385-423 


1356 


IPB000095 


PAK-box /P21-Rho-binding 


IPB000095F 16.47 3.97e-ll 389-443 


1356 

JL w* 


IPB000961 


Protein kinase C-terminal domain 


IPB000961D 21.23 2.22e-10 381-422 
IPB001245A 22.45 3.18e-10 332-372 


1356 


IPB001359 


Svnansin 

fcw" J JL X JL»? k-J JL JL JL 


IPB001359H 22.58 7.12e-10 696-746 
IPB001359H 22.58 4.84e-09 695-745 


1356 

J. w* 


IPB002889 ! 

JL JL JL<^ W \J KJ 


WSC domain 

T ¥ W ^w-' JL JL EL-L JLJL Jl 


IPB002889B 11.76 6.81e-09 1510-1556 
IPB002889B 11.76 9.25e-09 1491-1537 


1357 


IPB001359 


Synapsin 


IPB001359H 22.58 7.12e-10 289-339 
IPB001359H 22.58 4.84e-09 288-338 


1357 


IPB002889 


WSC domain 


IPB002889B 11.76 6.81e-09 1103-1149 
IPB002889B 11.76 9.25e-09 1084-1130 


1358 

JL W» VJ 1 


PR00237 

jl a. v. \»/ \y aw *y t 


RhodoD sin-like GPCR sunerfamilv 

JL IV V*N-*' f-T LJ'XJ. JL JL JL 1LV \J -L >WJL^. UVrV/\/J. J.UX1111 J 

signature VII 


PR00237G 19.23 9.64e-15 41-67 


1358 


IPB000276 


RhodoDsin-like GPCR suDerfamilv 


IPB000276D 9.40 5.05e-12 51-67 
IPB000276C 8.03 8.50e-ll 8-19 


1359 


PRO 1041 

JL A. ^> JL 1 JL 


Methionvl-tRNA synthetase 

J- V JL. b£.JL JL T A_-- JL All vLVZ IX i-L. 1 JL Jk (fc- JL JL ^f* V-* LJJ 

signature V 


PR01041E 16,72 2.69e-17 306-321 
PR01041D 11.02 7.43e-13 276-287 
PR01041A 11.40 8.68e-13 47-60 


1359 


IPB001412 


Aminoacyl -transfer RNA synthetases 
class-I 


IPB001412B 6.33 8.71e-12 344-354 
PR01041B 11.59 4.06e-09 82-96 


1359 


PRO 103 8 


Arginyl-tRNA synthetase signature II 


PR01038B 9.12 7.68e-09 59-75 


1360 


IPB000353 


"Class II histocompatibility antigen, 
beta chain, beta- 1 domain" 


IPB000353A 18.51 7.30e-27 42-91 


1363 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 8.83e-ll 374-411 


1365 


PR01360 


Interleukin-1 receptor antagonist 
precursor IL-1RA signature VI 


PR01360F 14.44 9.86e-18 116-134 


1365 


PR00264 


Interleukin-1 precursor family 
signature III 


PR00264C 19.37 4.90e-16 108-123 
PR01360E 9.69 9.33e-13 95-115 


1365 


IPB000975 


Interleukin-1 


IPB000975E 28.12 3.57e-12 95-134 


1365 


PRO 1357 


Interleukin-1 alpha/beta precursor 
family signature VI 


PR01357F 17.87 7.15e-10 108-123 
PR00264A 18.63 9.85e-09 55-75 


1366 


IPB001599 


Alpha-2-macroglobulin family 


IPB001599L 18.66 4.15e-28 1224-1251 
IPB001599F 18.95 7.00e-24 786-815 
IPB001599H 18.42 6.40e-20 999-1026 
IPB001599N 24.85 7.69e-20 1417-1449 
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IPB001599A 10.97 9.69e-18 123-141 




TP"RAfi1 1 'XA 
jutjdUU 1 1 j*+ 


lNeirin, ^.-lermiiiua 


IPB001134C 17 82 4 13e-13 1237-1251 
IPB001599M 13.29 4.71e-13 1364-1375 
IPB001599G 13.87 8.94e-13 967-976 
IPB001599B 7.45 4 89e-12 209-221 
IPB001599D 11.61 6.90e-12 729-739 
IPB001599J 20.99 3.00e-ll 1065-1090 
IPB001599I 10.83 7.60e-ll 1034-1043 
IPB001599K8.15 1.46e-10 1194-1205 
IPB001599C 14.40 3.55e-09 236-252 
IPB001599E 11.06 9.77e-09 756-765 


1368 


IPB001526 


Ly-6/u-PAR domain 


IPB001526C 13.04 7.55e-15 90-105 
IPB001526A 13.24 9.14e-ll 12-27 
IPB001526B 12.26 7.75e-10 46-55 


1967 


TPB001400 


Somatotronin hormone family 

1 


IPB001400B 23.62 1.90e-28 99-135 
IPB001400A 14.85 4.91e-16 55-78 


1967 


PR00836 


Somatotrooin hormone family 
signature II 


PR00836B 17.50 2.44e-14 121-139 
PR00836A 15.53 2.35e-13 99-112 


1968 


IPB001400 


Somatotronin hormone family 


IPB001400B 23.62 1.90e-28 99-135 
IPB001400A 14.85 4.91e-16 55-78 


1968 . 


PR00836 


Somatotronin hormone family 
signature II 


PR00836B 17.50 2.44e-14 121-139 
PR00836A 15.53 2.35e-13 99-112 


1969 


IPB001400 


Somatotropin hormone family 


IPB001400B 23.62 1.90e-28 99-135 
IPB001400A 14.85 4.91e-16 55-78 


1969 


PR00836 


Somatotropin hormone family 
signature II 


PR00836B 17.50 2.44e-14 121-139 
PR00836A 15.53 2.35e-13 99-112 


1970 


IPB001400 

X X XJ> v/ X " \J \J 


Somatotronin hormone family 

Vw? V.* XXX fc-X !/ 1>X XXX XX \S X X X X X X X^ X A X X X X T 


IPB001400B 23.62 1.90e-28 99-135 
IPB001400A 14.85 4.91e-16 55-78 


1970 


PR00836 


Somatotropin honnone family 
signature II 


PR00836B 17.50 2.44e-14 121-139 
PR00836A 15.53 2.35e-13 99-112 


1971 


IPB000215 


Serpins 


IPB000215E 15.36 5.76e-17 425-449 
IPB000215A 13.01 3.42e-15 111-134 
IPB000215D 15.35 8.05e-ll 346-372 
IPB000215C 13.90 1.29e-10 241-255 
IPB000215B 9.87 6.04e-10 214-226 


1972 


PR00390 


Phospholipase C signature I 


PR00390A 14.24 6.34e-20 2-20 


1973 


IPB000734 


Lipase 


IPB000734 10.25 8.50e-09 468-482 


1 Q77 


TPB000689 


1 Ihi H/C1006 monooxveenase family 


IPB000689D 28.07 7.83e-39 377-427 
IPB000689B 27.03 9.59e-28 217-251 
IPB000689C 18.76 3.74e-24 262-286 
IPB000689A9.il 1.25e-ll 52-64 


1 977 


PR00420 


Aromatic-ring hydroxylase 
(flavoprotein monooxygenase) 
signature III 

LlllnllVit'Ml X^ XXX. 


PR00420C 12.44 8.53e-ll 373-388 


1977 


PRO 1001 


FAD-dependent glycerol-3- 
nhosohate dehydrogenase family 

L/llVUiyiiuifV y xxx Vj^«»i xfcr%rtj x.x4xxxaa j 

signature I 


PR01001A 8.45 1.60e-09 51-63 
PR00420A 15.97 3.95e-09 52-74 
PR00420B 13.97 8.53e-09 215-230 


1980 


IPB000345 


Cytochrome c family heme-binding 
site 


IPB000345 9.03 7.19e-09 153-165 


1982 


IPB002610 


Rhomboid family 


IPB002610C 5.81 3.81e-10 262-272 
IPB002610B 5.33 6.81e-09 203-213 


1984 


IPB001124 


Lipid-binding serum glycoprotein 


IPB001124D 21.85 2.50e-12 251-287 
IPB001124C 25.71 5.08e-ll 184-227 


1985 


IPB000817 


Prion protein 


IPB000817A 8.34 6.40e-09 70-112 
IPB000817A 8.34 8.67e-09 64-106 


1988 


IPB001442 


C-terminal tandem repeated domain 
in type 4 procollagen 


IPB001442F 15.05 1.00e-40 585-628 
IPB001442C 14.98 4.82e-40 498-532 
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IPB001442A 26.12 4.09e-39 259-311 
IPB001442D 15.34 1.00e-34 533-564 


1988 


IPB000885 


Fibrillar collagen C-terminal domain 


IPB000885B 19.15 1.93 e-27 300-353 
IPB001442A 26.12 8.93e-27 103-155 
IPB001442A 26.12 9.69e-27 106-158 
IPB001442A 26.12 4.19e-26 368-420 
TPB000885A 11 46 4 80e-26 363-400 
IPB001442A 26.12 6.52e-26 112-164 
IPB001442A 26.12 9.71 


1988 


IPB001073 


Complement Clq protein 


IPB001073A 22.14 9.18e-19 374-408 
IPB0008S5B 19.15 9.40e-19 309-362 
IPB000885B 19.15 9.40e-19 373-426 
IPB001442A 26.12 9.42e-19 265-317 

TPR001449A 96 19 0 77p-19 1^-1 
IPB000885B 19.15 1.12e-18 81-134 
IPB001442A 26.12 1.33e 


1988 


IPB001285 


Synaptophysin/synaptoporin 


IPB001285F 6.39 4.08e-09 340-384 
IPB000885B 19.15 4.11e-09 48-101 
IPB000885B 19.15 4.35e-09 174-227 
IPB001442B 12.38 4.41e-09 257-277 
IPB001442B 12.38 4.41e-09 417-437 
IPB000885B 19.15 4.68e-09 147-200 
IPB000885B 19.15 4.68e- 


1988 


IPB000817 


Prion protein 


IPB000817A 8.34 7.73e-09 258-300 
IPB001073A 22.14 7.75e-09 76-110 
IPB001442B 12.38 7.81e-09 25-45 
IPB001073A 22.14 7.89e-09 151-185 
IPB001073A 22.14 8.31e-09 416-450 
IPB000817A 8.34 8.39e-09 255-297 

TPU001 449R 19 ^8 S 49p-0Q Iftl-IR'l 

IPB001442A 26.12 8.59e-09 160-212 
IPB001442A 26.12 8.90e-09 40-92 
IPB001442B 12.38 8.91e-09 429-449 
IPB000885B 19.15 8.94e-09 324-377 
TPR001 07^ A 22 14 9 82-1 16 

IPB001073A 22.14 9.30e-09 307-341 
IPB001442B 12.38 9.64e-09 323-343 
IPB001073A 22.14 9.72e-09 148-182 
IPB000885B 19.15 9. 84e-09 412-465 




TPBOOOO^H 

11 1J\J\J\J\J J _J 


" I rlf^n ci+\/ li'nrvrvrrvf'pain f'1 iW\ 

J_/UW UCIlolly IIIJULH ULClll ^lUlj 

receptor, YWTD repeat" 


TPBOOOO^HD ^0181 1 8e-14 1 1 1 -1 49 

iJ- UwUuuJ Ji7 JUi lO X . i. O w 1*1' JLJ.JL JL~^? 

IPB000033D 30.18 6.25e-ll 67-105 
IPB000033C 11.58 6.40e-10 135-149 
IPB000033C 11.58 8.07e-09 48-62 
IPB000033C 11.58 8.07e-09 91-105 


1990 


IPB000033 


"Low-density lipoprotein (ldl) 

reucpiur, i vv i jj rcpcdx 


IPB000033D 30.18 1.18e-14 111-149 

TPROOOO^H "30 1 R 6 95p-1 1 67-1 OS 

IPB000033C 11.58 6.40e-10 135-149 

TPROOOO^P 11588 07p-.no 4R-69 

IPB000033C 11.58 8.07e-09 91-105 


1992 


PR00205 


Cadherin signature II 


PR00205B 20.09 4.94e-14 114-143 
PR00205D 12.22 9.31e-14 198-217 , 
PR00205F 19.57 1.53e-12 167-193 
PR00205D 12.22 8.20e-12 93-112 
PR00205G 13.05 2.46e-ll 201-218 
PR00205G 13.05 3.93e-10 96-113 


1992 


IPB002126 


Cadherin domain 


IPB002126B 12.04 7.68e-10 102-119 
PR00205A 17.38 8.15e-09 160-179 


1993 


PR00205 


Cadherin signature II 


PR00205B 20.09 4.94e-14 114-143 
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PR00205D 12.22 9.31e-14 198-217 
PR00205F 19 57 1 53e-12 167-193 
PR00205D 12.22 8.20e-12 93-112 
PR00205G 13.05 2.46e-l 1 201-218 
PR00205G 13.05 3.93e-10 96-113 


1993 


IPB002126 


Cadherin domain 


IPB002126B 12.04 7.68e-10 102-119 
PR00205A 17 38 8 15e-09 160-179 


1994 


IPB002469 


"Dipeptidyl peptidase IV, N- 
terminus" 


IPB002469J 8.97 3.52e-12 17-33 


1995 


PR01534 


Vomeronasal type 1 receptor family 
signature V 


PR01534E 7.16 1.23e-09 5-19 


1996 


IPB000221 


Protamine P 1 


IPB000221 5.48 2.97e-12 124-150 
IPB000221 5.48 9.30e-12 113-139 
IPB000221 5.48 2.19e-ll 153-179 
IPB000221 5.48 2.59e-ll 114-140 
IPB000221 5.48 3.91e-ll 128-154 


1996 


IPB000492 


Protamine 2 (PRM2) 


IPB000492B5.26 5.88e-ll 148-182 
IPB000221 5.48 6.16e-ll 142-168 
IPB00Q221 5.48 6.43e-ll 149-175 
IPB000221 5.48 7.62e-l 1 110-136 
IPB000492B 5.26 9.35e~ll 129-163 
IPB000492B 5.26 9.35e-ll 152-186 
IPB000221 5.48 2.73e-10 168-194 
IPB000221 5.48 4.70e-10 112-138 
IPB000221 5.48 4.70e-10 144-170 
IPB000492B 5.26 6.97e-10 153-187 
IPB000492B 5.26 8. 12e- 10 156-190 
IPB000492B 5.26 8.53e-10 155-189 

TPR0n0991 ^ AS S SQ*=»-1 O 1^1-177 
lr Xj>\j(J\JZ.Z, L J .*+o 0.070 1U LD 1-1 / / 

IPB000492B 5.26 9.06e-10 128-162 
IPB000492B 5.26 9.69e-10 150-184 
IPB000221 5.48 1.00e-09 133-159 
IPB000221 5.48 1.46e-09 115-141 
IPB000221 5.48 3.31e-09 159-185 
IPB000221 5.48 3.31e-09 172-198 
IPB000492B 5.26 3.84e-09 125-159 
IPR000221 5 48 5 1 5e-f)Q 157-183 

IPB000221 5.48 5.27e-09 102-128 


1996 


PR00055 


HIV TAT domain signature III 


PR00055C 9.12 5.92e-09 66-82 
TPR000991 S 48 6 1 Qe-09 166-1Q2 

IPB000492B 5.26 6.38e-09 144-178 
IPB000492B 5.26 6.67e-09 157-191 
IPB000221 5.48 6.88e-09 147-173 
TPB000221 5 48 6 88e-09 161-187 

IPB000492B 5.26 7.75e-09 127-161 
IPB000492B 5 26 8 34e-09 115-149 


1996 


IPB000271 


Ribosomal protein L34 


IPB000271 15.87 9.78e-09 161-198 
IPB000492B 5 26 9 90e-09 161-195 
IPB000221 5.48 1.00e-08 126-152 


1998 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 4.91e-ll 52-89 
IPB003006B 20.23 3.52e-10 155-192 
IPB003006B 20.23 1.69e-09 250-287 
IPB003006B 20.23 4.81e-09 437-474 


1998 


PR01536 


Interleukin-1 receptor type I and type 
II family signature III 


PR01536C 19.92 5.85e-09 59-82 


1999 


IPB000897 


GTP-binding signal recognition 
particle (SRP54) domain 


IPB000897A 9.15 8.60e-ll 313-332 


2000 


IPB001140 


ABC transporter transmembrane 


IPB001140A 21.73 2.00e-19 107-153 
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! region 


IPB001140B 15.62 4.44e- 10 222-260 


2000 


IPB000795 


GTP-binding elongation factor 


IPB000795A 10.67 7.88e-10 120-135 


2000 


PR00326 


GTP1/OBG GTP-binding protein 
family signature I 


PR00326A 8.70 4.49e-09 121-141 


2000 


IPB000897 


GTP-binding signal recognition 
particle (SRP54) domain 


IPB000897A 9.15 5.57e-09 120-139 


2000 


IPB001324 


Phosphoribulokinase family 


IPB001324A 18.12 8.00e-09 117-138 


2001 


IPB001422 


Neuromodulin (GAP-43) 


IPB001422C 16.82 5.26e-10 778-813 


2001 


PR01217 


Proline rich extensin signature VII 


PR01217G 4.02 7.16e-09 309-334 


2001 


IPB003134 


Repeat in HS 1/Cortactin 


IPB003134F 15.66 7.29e-09 776-824 
PR01217D 4.57 7.49e-09 562-583 


2001 


IPB000996 


Clathrin light chain 


IPB000996B 20.25 7.82e-09 752-804 


2001 


IPB002079 


"Gag polyprotein, inner coat protein 
pl2" 


IPB002079J 10.53 9.19e-09 779-807 


2001 


IPB000135 


High mobility group proteins HMG1 
and HMG2 


IPB000135A 11.69 9.62e-09 763-817 


2001 


IPB001084 


Microtubule associated Tau protein 


IPB001084C 7.66 9.64e-09 375-392 


2001 


IPB001101 


Plectin repeat 


IPB001101K 8.53 9.92e-09 96-139 


2002 


IPB001552 


Acyl-CoA dehydrogenase 


IPB001552E 22.77 2.46e-19 523-563 
IPB001552D 24.88 5.35e-19 432-474 
IPB001552C 25.04 7.75e-15 378-418 
IPB001552B 18.05 3.43e-12 124-146 
IPB001552A 11.25 6.90e-10 97-108 


2003 


IPB000998 


MAM domain 


IPB000998D 18.66 1.96e-15 546-569 


2003 


IPB003886 


Extracellular domain in nidogen 


IPB003886D 13.91 8.77e-15 253-272 


2003 


IPB000152 


Aspartic acid and asparagine 
hydroxylation site i 


IPB000152 8.86 2.89e-14 126-141 


2003 


IPB001881 


Calcium-binding EGF-like domain 


IPB001881B 12.28 5.00e-14 208-219 
IPB000152 8.86 1.00e-13 253-268 
IPB000152 8.86 1.82e-13 208-223 
IPB001881B 12.28 4.75e-13 126-137 


2003 


IPB001774 


Delta serrate ligand 


IPB001774C 18.25 9.13e-13 88-130 
IPB000998B 17.20 l.OOe- 12 428-440 


2003 


PR00020 


MAM domain signature I 


PR00020A 20.48 2.88e-ll 426-444 
IPB000998C 18.63 5.30e-l 1 483-498 
IPB001881B 12.28 8.58e-ll 253-264 


2003 


PR00907 


Thrombomodulin signature II 


PR00907B 11.50 2.44e-10 160-176 


2003 


IPB000561 


EGF-like domain 


IPB000561 4.89 3.25e-10 97-105 


2003 


IPB000033 


"Low-density lipoprotein (ldl) 
receptor, YWTD repeat" 


IPB000033B 7.05 5.35e-10 258-268 
IPB000033B 7.05 5.97e-09 213-223 


2003 


IPB000167 


Dehydrin 


IPB000167A 8.58 7.14e-09 340-367 


2003 


IPB003367 


Thrombospondin type 3 repeat 


IPB003367A 11.78 9.79e-09 175-195 


2004 


IPB001258 


NHL repeat 


IPB001258B 28.61 4.30e-17 102-136 
IPB001258B 28.61 7.00e-17 8-42 
IPB001258B 28.61 5,60e-ll 55-89 


2005 


IPB000198 


RhoGAP domain 


IPB000198C 16.49 8.31e-16 952-969 
IPB000198B 12.47 9.10e-15 862-879 


2005 


IPB002219 


Phorbol esters/diacylglycerol binding 
domain 


IPB002219B 12.53 3.89e-ll 753-768 
IPB000198A 15.95 9.61e-10 810-826 


2005 


IPB002551 


Coronavirus S 1 glycoprotein 


IPB002551J 18.56 3.60e-09 499-540 


2005 


IPB001369 


Purine and other phosphorylases 
family 2 


IPB001369C 24.81 4.27e-09 65-105 


2005 


1PB003351 


Dishevelled specific domain 


IPB003351C 13.82 7.24e-09 1054-1093 


2007 


PR01303 


Plasmodium circumsporozoite 
protein signature IV 


PR01303D 10.57 9.21e-10 5-22 


2008 


IPB003164 


Alpha adaptin carboxyl-terminal 
domain 


IPB003164L 9.84 1.00e-40 48-82 
IPB003164N 8.78 1.00e-40 184-222 
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IPB001359 



IPB003164Q 13.71 1 .00*40 285-319 
IPB003164S 13.40 1.00e-40 353-394 
IPB003164R 10.50 2.35e-38 320-352 
IPB003164O 13.89 8.62e-35 223-255 
IPB003164P 12.26 7.65e-33 256-284 
IPB003164M 10.25 5.18e-31 107-138 
IPB003164T 10.57 4.86e-25 395-414 



Synapsin 



IPB001359H 22.58 2.75e-09 14-64 
IPB001359H 22.58 3.62e-09 40-90 



PR00456 1 Ribosomal protein P2 signature V 1 PR00456E 3.08 5.71e-09 22-36 



IPB003134 | Repeat in HSl/Cortactin 



PRO 1297 Colicin lysis protein signature I 



IPB003134F 15.66 1.48e-09 145-193 



PR00205 Cadherin signature IV 



PR01297A 6.60 6.02e-09 16-29 



IPB001862 [I Membrane attack complex 

components/perforin/complement C9 



PR00205D 12.22 3.25e-16 37-56 
PR00205G 13.05 1.37e-13 40-57 
PR00205F 19.57 3.10e-13 6-32 
PR00205C 13.59 6.62e-09 23-35 



IPB001862C 26.48 8.94e-09 113-161 



IPB001909 KRABbox 



IPB001909 j KRABbox 



IPB001909 17.37 8.65e-30 56-90 



IPB000560 I Histidine acid phosphatase 



IPB000822 1 "Zinc finger, C2H2 type" 



IPB001909 17.37 8.65e-30 56-90 
IPB000560 17.02 1.00e-16 35-57 



IPB001909 1 KRABbox 



IPB000822 14.67 7.00e-24 545-570 



PR00048 C2H2-type zinc finger signature I 



IPB001012 UBX domain 



IPB001909 17.37 2.86e-21 134-168 
IPB000822 14.67 2.29e-17 573-598 
IPB000822 14.67 3.57e-17 487-512 
IPB000822 14.67 2.50e-13 515-54Q 
PR00048A 9.94 4.32e-ll 570-583 
PR00048A 9.94 5.26e-ll 484-497 
PR00048A 9.94 9.53e-ll 542-555 
PR00048B 5.52 1.00e-10 558-567 
PR00048A 9.94 3.86e-10 512-525 



IPB001580 Calreticulin family 



PR01073 Presenilin 1 signature HI 



IPB001012A 12.95 7.00e-10 297-312 
IPB001580F2.93 1.00e-09 305-314 
PR00048B 5.52 6.50e-09 500-509 



PR01Q73C 1.45 6.62e-09 300-311 



2026 



2029 



2029 



2031 



2032 



2032 



2033 



2033 



2034 



2034 



IPB000135 High mobility group proteins HMG1 j IPB000135D 2.13 9.73e-09 298-322 

andHMG2 



IPBQQ1599 Alpha-2-macroglobulin family 
IPB001134 "Netrin, C-terminus" 



PR00014 



Fibronectin type III repeat signature 
IV 



IPB000483 | Leucine rich repeat C-terminal 

domain 



PR00019 Leucine-rich repeat signature I 



IPB000483 



Leucine rich repeat C-terminal 
domain 



PR00019 Leucine-rich repeat signature I 



IPB000203 GPS domain 



IPB001599L 18.66 4.15e-28 59-86 
IPB001134C 17.82 4.13e-13 72-86 
IPB001599K8.15 1.46e- 10 29-40 



PR00014D 15.12 5.26e-10 17-31 



IPB000483 11.18 6.85e-13 118-132 



PR00019A 11.72 7.14e-ll 27-40 
PR00019B 11.42 8.09e-09 24-37 



IPB000483 11.18 6.85e-13 118-132 



PR00019A 11.72 7.14e-ll 27-40 
PR00019B 11.42 8.09e-09 24-37 



IPB000832 



G-protein coupled receptors family 2 
(secretin-like) 



IPB000203A 18.40 9.25e-20 991-1021 
IPB000203B 13.98 8.88e-15 1111-1132 



IPB000832C 19.53 9.46e-13 1111-1140 



2034 



2035 



PR00249 



Secretin-like GPCR superfamily 
signature III 



IPB000822 



"Zinc finger, C2H2 type" 



PR00249C 15.44 1.73e-10 1113-1136 
IPB000832G 15.17 7.81e-09 1281-1306 



IPB000822 14.67 3.45e-21 51-76 
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IPB000822 14.67 4.00e-19 79-104 
IPB000822 14.67 3.40e-16 23-48 


2035 


PR00048 


C2H2-type zinc finger signature I 


PR00048A 9 94 6 54e-14 20-33 


2035 


IPB001275 


DM DNA binding domain 


IPB001275 19.17 8.05e-14 11-50 
IPB001275 19 17 2 I4e-13 39-78 
PR00048B 5.52 4.00e-ll 92-101 
PR00048A 9.94 6 21e-ll 76-89 
PR00048B 5.52 6.25e-ll 64-73 
PR00048A 9.94 5.09e-10 104-117 
PR00048B 5.52 2.00e-09 8-17 
IPB001275 19.17 4 53e-09 67-106 
PR00048A 9.94 8.12e-09 48-61 


2035 


PR00995 


36kDa capillovirus serine protease 
(S35) signature VI 


PR00995F 16.50 9.73e~09 1-19 


2038 


PR00049 


Wilm's tumour protein signature IV 


PR00049D 0.00 8 71e-10 8-22 
PR00049D 0.00 9.43e-10 9-23 


2038 


IPB003861 


E4 protein 


IPB003861B 9.06 1.98e-09 17-31 
PR00049D 0.00 2.37e-09 12-26 
PR00049D 0.00 2.53e-09 11-25 
PR00049D 0.00 4.36e-09 10-24 


2038 


IPB002999 


Tudor domain 


IPB002999B 7.50 7.55e-09 13-21 
IPB002999B 7.50 7.55e-09 14-22 
IPB002999B 7.50 8.36e-09 11-19 


2038 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 8.88e-09 199-224 


2039 


IPB001310 


HIT (Histidine triad) family 


IPB001310A 18.76 3.25e-18 197-227 
IPB001310B 21.00 2.93e-12 261-287 


2039 


PR00332 


Histidine triad family signature II 


PR00332B 14.02 6.26e-10 209-227 


2039 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 2.13e-09 339-364 


2040 


IPB001310 


HIT (Histidine triad) family 


IPB001310A 18.76 3.25e-18 197-227 
IPB001310B 21.00 2.93e-12 261-287 


2040 j 


PR00332 


Histidine triad family signature II 


PR00332B 14.02 6.26e-10 209-227 


2040 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 2.13e-09 339-364 


2041 


IPB001310 


HIT (Histidine triad) family 


IPB001310A 18.76 3.25e-18 197-227 
IPB001310B 21.00 2.93e-12 261-287 


2041 


PR00332 


Histidine triad family signature II | 


PR00332B 14.02 6.26e-10 209-227 


2041 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14 67 2 13e-09 339-364 


2042 


IPB000135 


High mobility group proteins HMG1 
and HMG2 


IPB000135D 2.13 4.52e-10 102-126 
IPB000135D 2 13 9 71e-10 104-128 
IPB000135D 2.13 9.90e-10 101-125 
IPB000135D 2.13 3.18e-09 105-129 
IPB000135D 2.13 9.55e-09 103-127 


2043 


PR00074 


Protein-lysine 6-oxidase precursor 
signature VIII 


PR00074H 17 29 8 lle-19 264-283 
PR00074E 11.34 3.88e-16 193-213 
PR00074F 11.47 6.65e-16 217-238 
PR00074B 7.56 4.98e-12 126-150 


2043 


IPB001695 


Lysyl oxidase 


IPB001695E 9.12 5.70e-12 110-151 
PR00074D 21.66 2.94e-10 171-192 


2043 


PR00258 


Speract receptor signature I 


PR00258A 13.56 3.70e-10 5-21 
PR00258C 9.05 4.95e-10 43-53 
PR00258D 14.29 6.29e-10 76-90 
IPB001695F 11.10 6.24e-09 151-179 


2046 


PRO 1254 


Prostaglandin D synthase signature II 


PR01254B 12.05 1.17e-09 339-349 


2048 


IPB000374 


Phosphatidate cytidylyltransferase 


IPB000374B 15.86 2.06e-27 375-402 
IPB000374A 12.59 3.65e-16 271-283 


2049 


PR00320 


G protein beta WD-40 repeat 
signature I 


PR00320A 13.15 7.95e-ll 118-132 
PR00320B 12.82 2.08e-10 1 18-132 
PR00320C 12.32 4.33e-09 118-132 
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2055 



2055 



2055 
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2058 
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PRO 1446 



IPB002884 



IPB000361 



IPB003006 



Claudin-8 signature III 



Proprotcin convertase P-domain 



Hypothetical hesB/yadR/yfhF family 



IPB000920 



PR00213 



IPB001442 



IPB000885 



PR00453 



Immunoglobulin and major 
histocompatibility complex domain 



Myelin P0 protein 



Myelin P0 protein signature V 



C-terminal tandem repeated domain 
in type 4 procollagen 



Fibrillar collagen C-terminal domain 



Von Willebrand factor type A 
domain signature I 



PR01446C 9.62 2.27e-09 119-131 



IPB002884B 15.69 6.33e-09 114-131 



IPB000361B 19.14 3'.08e-19 122-153 
IPB000361A 17.83 2.71e-16 73-93 



IPB003006B 20.23 9.28e-10 133-170 



IPB000920C 15.78 3.92e-09 161-213 



PR00213E 5.51 8.97e-09 179-203 



IPB001442A 26.12 3.17e-17 27-79 
IPB001442A 26.12 3.60e-17 33-85 
IPB001442A 26.12 1.21e-16 39-91 



IPB000885B 19.15 2.19e-16 35-88 
IPB000885A 11.46 5.06e-16 40-77 
IPB001442A 26.12 6.02e-16 30-82 
IPB000885B 19.15 3.65e-15 44-97 
IPB000885B 19.15 4.39e-15 26-79 
IPB000885B 19.15 4.49e-15 32-85 
IPB001442A 26.12 9.29e-15 24-76 



PR00453A 11.78 1.75e-14 107-124 
IPB000885A 11.46 2.29e-14 43-80 
IPB000885A 11.46 3.92e-14 52-89 
IPB000885B 19.15 6.97e-14 29-82 
IPB001442A 26.12 7.65e-14 42-94 
IPB001442A 26.12 8.63e-14 45-97 
IPB001442A 26.12 1.00e-13 36-88 
IPB000885A 11.46 2.89e-13 37-74 
IPB000885A 11.46 6.33e-13 49-86 
IPB000885B 19.15 7.07e-13 38-91 
IPB000885B 19.15 7.46e-13 41-94 



2058 



2059 



2060 



2061 



2061 



2061 



2061 



2061 



2061 



2067 



2071 



2074 



2074 



IPB001073 



Complement Clq protein 



1PB001541 



IPB003006 



SUR2-type hydroxylase/desaturase 
catalytic domain 



PR00918 



Immunoglobulin and major 
histocompatibility complex domain 



IPB001073A 22.14 1.72e-12 45-79 
IPB000885A 11.46 5.93e-12 55-92 
IPB000885A 11.46 6.04e-12 46-83 
IPB001073A 22.14 7.48e-12 48-82 
IPB000885B 19.15 7.84e-12 23-76 
IPB000885B 19.15 8. 88e-12 47-100 
IPB001442B 12.38 9.85e-12 61-81 



IPB001541A 12.30 5.50e-l 1 40-52 
IPB001541B 11.65 4.86e-09 127-136 



IPB002078 



PR00364 



IPB000765 



PR00094 



PR00830 



PR00874 



Calicivirus non- structural polyprotein 
family signature I 



Sigma-54 factor interaction protein 
family 



Disease resistance protein signature I 



GTP1/QBG family 



Adenylate kinase signature I 



Endopeptidase La (Lon) serine 
protease (SI 6) signature I 



PR01539 



IPB001284 



PRO 1250 



Fungi-IV metallothionein signature 
III 



Interleukin-1 receptor type II 
precursor signature IX 



Ribosomal protein L34e 



IPB003006B 20.23 6.19e-09 134-171 



PR00918A 13.81 3.59e-12 37-57 



IPB002078A 20.43 6.31e-10 43-77 



PR00364A 8.29 7.11e-10 42-57 



IPB000765 26.91 7.67e-10 41-84 



PR00094A 9.62 2.43e-09 44-57 



PR00830A 8.52 4.50e-09 47-66 



PR00874C 4.37 6.50e-09 7-21 



PR01539I 14.65 9.06e-09 223-246 



Ribosomal protein L34 signature IV 



IPB001284A 18.97 3.48e-31 15-50 
IPB001284B 26.99 1.41e-28 53-85 



PR01250D 13.87 2.69e-23 73-95 
PR01250B 13.36 7.92e-17 33-50 
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PR01250A 11.25 2.25e-13 20-33 
PR01250C 9.53 4.52e-12 53-63 
IPB001284B 26.99 3.75e-09 82-114 


f\ r-v 

2076 


IPB000171 


Bacterial-type phytoene 
dehydrogenase 


IPB000171E 7.19 8.20e-09 294-304 


2077 


IPB001774 


; Delta serrate ligand 


IPB001774D 19.23 5.91e-09 50-96 


2077 


IPB000034 


Laminin B 


IPB000034C 12.97 7.31e-09 84-102 


2077 


IPB000561 


EGF-like domain 


IPB000561 4.89 8.07e-09 84-92 


! 2078 


IPB001774 


Delta serrate ligand 


IPB001774D 19.23 5.91e-09 50-96 


2078 


IPB000034 


Laminin B 


IPB000034C 12.97 7.31e-09 84-102 


2078 


IPB000561 


EGF-like domain 


IPB000561 4.89 8.07e-09 84-92 


2079 


IPB001774 


Delta serrate ligand 


IPB001774D 19.23 5.91e-09 50-96 


2079 


IPB000034 


Laminin B 


IPB000034C 12.97 7.31e-09 84-102 


2079 


IPB000561 


EGF-like domain 


IPB000561 4.89 8.07e-09 84-92 


2080 


PR00436 


Interleukin-8 signature I 


PR00436A 15.20 9.36e-10 14-37 


2081 


IPB001187 


Tissue Factor (TF) 


IPB001187G 15.20 7.00e-10 33-69 


2081 


IPB001073 


Complement Clq protein 


IPB001073A 22.14 2.69e-09 146-180 


2081 


PR00049 


Wilm's tumour protein signature IV 


PR00049D 0.00 6.03e-09 205-219 
PR00049D 0.00 6.34e-09 207-221 
PR00049D 0.00 7.41e-09 203-217 


2081 


PR00499 


Neutrophil cytosol factor 2 signature 
I 


PR00499A 7.48 7.60e-09 791-808 


2081 


IPB001359 


Synapsin 


IPB001359H 22.58 8.08e-09 772-822 


2081 


IPB003036 


Gag P30 core shell protein 


IPB003036C 11.53 9.63e-09 155-171 


2082 


IPB001039 


"Major histocompatibility complex 
protein, Class I" 


IPB001039B 27.55 3.01e-09 103-154 


2083 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 8.71e-12 148-185 
IPB003006B 20.23 9.14e-12 441-478 
IPB003006B 20.23 1.00e-ll 248-285 


2083 


PR01536 


Interleukin-1 receptor type I and type 
II family signature III 


PR01536C 19.92 9.23e-ll 547-570 
IPB003006B 20.23 6.40e-10 54-91 
IPB003006B 20.23 9.64e-10 540-577 
IPB003006B 20.23 8.62e-09 346-383 
PR01536C 19.92 9.19e-09 155-178 


2084 


IPB003006 


Immunoglobulin and major 1 
histocompatibility complex domain 


IPB003006B 20.23 8.71e-12 148-185 
IPB003006B 20.23 9.14e-12 441-478 
IPB003006B 20.23 1.00e-ll 248-285 


2084 

i 


PRO 1536 


Interleukin-1 receptor type I and type 
II family signature III 


PR01536C 19.92 9.23e-ll 547-570 
IPB003006B 20.23 6.40e-10 54-91 
IPB003006B 20.23 9.64e-10 540-577 
IPB003006B 20.23 8.62e-09 346-383 
PR01536C 19.92 9.19e-09 155-178 


2085 


IPB003006 


Immunoglobulin and major 1 
histocompatibility complex domain 


IPB003006B 20.23 8.71e-12 148-185 
IPB003006B 20.23 9.14e-12 441-478 
IPB003006B 20.23 1.00e-ll 248-285 


2085 


PR01536 


Interleukin-1 receptor type I and type 
II family signature III 


PR01536C 19.92 9.23e-ll 547-570 
IPB003006B 20.23 6.40e-10 54-91 
IPB003006B 20.23 9.64e-10 540-577 
IPB003006B 20.23 8.62e-09 346-383 
PR01536C 19.92 9.19e-09 155-178 


2086 


IPB002117 


p53 tumor antigen \ 


IPB002117A9.71 5.50e-15 13-23 


2087 


IPB000074 


Apolipoprotein A1/A4/E 


IPB000074B 29.17 7.49e-10 117-170 
IPB000074B 29.17 8.75e-10 95-148 
IPB000074B 29.17 9.20e-10 62-115 
IPB000074C 22.23 2.62e-09 90-127 
IPB000074C 22.23 4.35e-09 112-149 
IPB000074B 29.17 8.48e-09 201-254 
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2088 


1 IPB000074 


Apolipoprotein A1/A4/E 


IPB000074B 29.17 7.49e-10 117-170 
IPB000074B 29.17 8.75e-10 95-148 
IPB000074B 29.17 9.20e-10 62-115 
IPB000074C 22.23 2.62e-09 90-127 
IPB000074C 22.23 4.35e-09 112-149 
IPB000074B 29.17 8.48e-09 201-254 


2090 


IPB001211 


Phospholipase A2 


IPB001211B 17.16 3.12e-31 49-76 


2090 


PR00389 


Phospholipase A2 signature III 


PR00389C 17.85 2.50e-20 61-79 
PR00389B 10.67 6.91e-16 42-60 
IPB001211D 11.66 5.50e-14 109-124 
PR00389E 13.06 8.20e-14 109-125 
IPB001211C 14.62 1.56e-ll 84-102 


2091 


PR01217 


Proline rich extensin signature VI 


PR01217F 4.24 8.40e-09 65-82 


2092 


IPB001354 


Mandelate racemase/muconate 
lactonizing enzyme family 


IPB001354C 32.55 1.00e-24 255-296 
IPB001354D 32.92 2.07e-18 343-388 
IPB001354B 18.16 3.91e-18 132-158 


2094 


IPB000222 


Protein phosphatase 2C subfamily 


IPB000222F 19.87 4.94e-15 285-305 
IPB000222E 14.28 6.33e-15 257-275 
IPB000222G 9.17 1.95e- 12 311-324 
IPB000222C 6.84 2.08e-12 176-185 
IPB000222H 9.33 7.97e-12 347-359 
IPB000222B 15.80 2.86e-10 144-154 
IPB000222D 11.74 2.74e-09 215-232 
IPB000222I 8.91 4.72e-09 408-417 


2095 


IPB000152 


Aspartic acid and asparagine 
hydroxylation site 


IPB000152 8.86 4.71e-15 107-122 
IPB000152 8.86 1.47e-14 44-59 


2095 


IPB001881 


Calcium-binding EGF-like domain 


IPB001881B 12.28 1.47e-ll 107-118 


2095 


IPB000033 


"Low-density lipoprotein (ldl) 
receptor, YWTD repeat" 


IPB000033B 7.05 4.96e-ll 49-59 
IPB001881B 12.28 6.68e-ll 44-55 


2095 


PR00010 


Type II EGF-like signature III 


PR00010C 6.98 7.10e-10 49-59 
PR00010C 6.98 7.68e-10 112-122 
IPB001881B 12.28 2.57e-09 5-16 
IPB000033B 7.05 3.13e-09 112-122 


2095 


IPB003886 


Extracellular domain in nidogen 


IPB003886D 13.91 5.71e-09 107-126 


2096 


PR00245 


Olfactory receptor signature III 


PR00245C 14.65 9.53e-17 218-234 


2096 


IPB000276 


Rliodopsin-like GPCR superfamily 


IPB000276A 11.56 9.25e-14 160-171 
PR00245D 9.34 1.53e-13 278-287 
PR00245E 8.96 6.81e-12 325-336 
PR00245B 13.73 1.00e-10 171-183 
IPB000276D 9.40 3.08e-09 324-340 


2096 


PR00237 


Rhodopsin-like GPCR superfamily 
signature V 


PR00237E 13.03 3.83e-09 241-264 


2096 


PR00534 


Melanocortin receptor family 
signature I 


PR00534A 12.77 5.17e-09 93-105 
PR00237C 14.77 5.91e-09 146-168 


2096 


PR00896 


Vasopressin receptor signature II 


PR00896B 9.36 7.23e-09 97-108 
PR00237G 19.23 1.00e-08 314-340 


2097 


PR00245 


Olfactory receptor signature III 


PR00245C 14.65 9.53e-17 218-234 


2097 


IPB000276 


Rhodopsin-like GPCR superfamily 


IPB000276A 11.56 9.25e-14 160-171 
PR00245D 9.34 1.53e-13 278-287 
PR00245E 8.96 6.81e-12 325-336 
PR00245B 13.73 1.00e-10 171-183 
IPB000276D 9.40 3.08e-09 324-340 


2097 


PR00237 


Rhodopsin-like GPCR superfamily 
signature V 


PR00237E 13.03 3.83e-09 241-264 


2097 


PR00534 


Melanocortin receptor family 
signature I 


PR00534A 12.77 5.17e-09 93-105 
PR00237C 14.77 5.91e-09 146-168 


2097 1 


PR00896 


Vasopressin receptor signature II 


PR00896B 9.36 7.23e-09 97-108 
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PR00237G 19.23 L00e-08 314-340 


2098 


IPB001169 


"Integrin beta, C-terminus" 


IPB001 169J 7.42 4.63e-10 49-62 


2098 


PR01186 


Integrin beta subunit signature XI 


PR01 186K 7.39 7.27e-10 49-62 
PR01 186K 7.39 9.75e-09 15-28 


2102 


PR00193 


Myosin heavy chain signature III 


PR00193C 11.66 9.77e-24 126-153 


2102 


IPB000857 


Core domain in kinesin and myosin 
motors 


IPB000857C 10.82 4.84e~19 124-146 
PR00193B 12.36 6.81e-18 74-99 
IPB000857D 12.93 7.64e-12 153-191 
PR00193A 14.87 8.50e-12 14-33 
IPB000857B 11.35 1.00e-10 55-101 


2102 


PR00364 


Disease resistance protein signature I 


PR00364A 8.29 4.86e-09 76-91 


2103 


PR00193 


Myosin heavy chain signature III 


PR00193C 11.66 9.77e-24 126-153 


2103 


IPB000857 


Core domain in kinesin and myosin 
motors 


IPB000857C 10.82 4.84e~19 124-146 
PR00193B 12.36 6.81e-18 74-99 
IPB000857D 12.93 7.64e-12 153-191 
PR00193A 14.87 8.50e-12 14-33 
IPB000857B 11.35 1.00e-10 55-101 


2103 


PR00364 


Disease resistance protein signature I 


PR00364A 8.29 4.86e-09 76-91 


2105 


IPB002350 


Kazal-type serine protease inhibitor 
family 


IPB002350 31.78 2.86e-18 77-117 


2105 


IPB000716 


Thyroglobulin t.ype-1 repeat 


IPB000716C 17.62 2. 8 8e~ 18 274-292 
IPB000716D 15.49 7.16e-15 296-310 


2109 


IPB000483 


Leucine rich repeat C-terminal 
domain 


IPB000483 11.18 5.50e-13 45-59 


2111 


IPB000221 


Protamine P 1 


1 IPB000221 5.48 3.0Se-09 3-29 


2112 


PR01415 


Ankyrin repeat signature II 


PR01415B 10.23 5.88e-09 26-38 


2113 


IPB000416 


Outer Capsid protein VP4 
(Hemagglutinin) 


IPB000416P 15.37 7.00e-09 188-226 


2114 


IPB000416 


Outer Capsid protein VP4 
(Hemagglutinin) ; 


IPB000416P 15.37 7.00e-09 188-226 


2115 


IPB000998 


MAM domain 


IPB000998C 18.63 1.95e-12 17-32 


2115 


PR00020 


MAM domain signature III 


PR00020C 12.01 8.12e-10 16-27 
IPB000998D 18.66 9.61e-10 82-105 


2116 


IPB000998 


MAM domain 1 


IPB000998C 18.63 1.95e-12 17-32 


2116 


PR00020 


MAM domain signature III j 


PR00020C 12.01 8.12e-10 16-27 
IPB000998D 18.66 9.61e-10 82-105 


2118 


IPB002642 


Lysophospholipase catalytic domain j 


IPB002642E 1 8. 1 9 6.9 1 e- 1 0 86- 1 1 1 


2119 


IPB002642 


Lysophospholipase catalytic domain | 


IPB002642E 18.19 6.91e-10 86-111 


2120 


IPB000817 


Prion protein j 


IPB000817A 8.34 7.73e-10 255-297 


2120 


IPB001442 


C-terminal tandem repeated domain j 
in type 4 procollagen j 


IPB001442A 26.12 7.26e-09 262-314 


2122 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain j 


IPB003006B 20.23 1.43e-13 72-109 


2122 


IPB003531 


Short hematopoietin receptor family 1 
1 


IPB003531C 15.87 9.38e-ll 318-335 


2123 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 1.43e-13 72-109 


2123 


IPB003531 


Short hematopoietin receptor family j 

1 
1 


IPB003531C 15.87 9.38e-ll 318-335 


2124 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 1.43e-13 72-109 


2124 


IPB003531 


Short hematopoietin receptor family 
1 


IPB003531C 15.87 9.38e-ll 318-335 


2125 


IPB000008 


C2 domain 


IPB000008C 23.37 7.94e-25 109-148 


2125 


PR00360 


C2 domain signature I 


PR00360A 15.18 1.60e-13 107-119 


2125 


PR00399 


Synaptotagmin signature II 


PR00399B 14.30 1.69e- 12 94-107 
IPB000008D 14.83 3.86e-ll 164-182 
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PR00360B 1 1.64 5.94e-l 1 136-149 | 
PR00399C 15.89 4.98e-10 151-166 
PR00399D 12.72 6.33e-10 171-181 
PR00399A 15.05 8.65e-09 79-94 


2126 


IPB002870 


Reprolysin family propeptide 


IPB002870B 24.73 3.78e-14 142-180 


2126 

i 


IPB001670 


Iron-containing alcohol 
dehydrogenase 


IPB001670D 13.90 5.50e-09 158-173 


2130 


IPB001442 


C-terminal tandem repeated domain 
in type 4 procollagen 


IPB001442A 26.12 7.53e-26 8-60 


2130 


IPB000885 


Fibrillar collagen C-terminal domain 


IPB000885B 19.15 4.52e-24 1-54 
IPB000885B 19.15 2.38e-23 19-72 
IPB001442A 26. 12 8.04e-23 1 1-63 
IPB001442A 26.12 8.83e-23 20-72 
IPB000885B 19.15 2.32e-22 4-57 

TPR001449 A 96 19 9 Q3r-99 S ^7 
IPB001442A 26.12 5.37e-22 17-69 


2130 


PR00258 


Speract receptor signature I 


PR00258A 13.56 6.32e-16 87-103 
IPB001442A 26.12 7.91e-16 26-78 
IPB000885A 11.46 1.49e-15 33-70 
IPB000885A 1 1.46 5.74e-15 24-61 
IPB000885B 19.15 5.98e-15 28-81 
IPB000885A 1 1.46 8.30e-15 9-46 
IPB000885A 11.46 2.99e-14 30-67 
IPB000885B 19.15 4.13e-14 31-84 


2130 


IPB001073 


Complement Clq protein 


IPB001073A 22.14 8.40e-14 17-51 
IPB000885A 11.46 8.60e-14 39-76 
IPB000885B 19.15 2.17e-13 34-87 
IPB001073A 22.14 7.89e-13 23-57 
PR00258B 7.94 8.42e-13 106-117 
IPB001442A26.12 2.17e-12 35-87 
IPB001442B 12.38 2.98e-12 24-44 
IPB001442B 12.38 5.58e-12 21-41 
IPB001073A 22.14 6.94e-12 20-54 
IPB001073A 22.14 8.38e-12 11-45 
IPB001442A 26.12 8.47e-12 32-84 
IPB001442B 12.38 S.47e-12 12-32 
IPB001073A 22.14 8.74e-12 29-63 

TPR001 449R 19^80 6Q<= 1 9 1 S 1^ 

IPB001442B 12.38 1.71e-ll 51-71 
IPB001442B 12.38 2.86e-l 1 9-29 
IPB001073A22.14 3.83e-ll 14-48 
IPB000885B 19.15 5.90e-ll 40-93 
IPB001442B 12.38 8.86e-ll 6-26 
IPB001073A 22.14 9.17e-ll 44-78 
IPB001073A 22.14 9.50e-ll 2-36 
IPB001073A 22.14 1.15e-10 8-42 
IPB001073A 22.14 2.83e-10 26-60 


2130 


IPB000S17 


Prion protein 


IPB000817A 8.34 2.88e-10 1-43 
IPB000885B 19.15 4.09e-10 37-90 
IPB000885A 11.46 4.23e-10 42-79 
IPB001073A 22.14 4.81e-10 47-81 
IPB001073A 22.14 5.12e-10 50-84 
IPB001073A 22.14 6.03e-10 5-39 
IPB001442A 26.12 9.26e-10 38-90 
IPB001442B 12.38 1.24e-09 18-38 
IPB001073A 22.14 2.13e-09 41-75 
IPB001442B 12.38 2.70e-09 3-23 
IPB001442B 12.38 4.65e-09 45-65 | 
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IPB001442B 12.38 5.62e-09 27-47 
IPB000885A 11.46 5.87e-09 45-82 
IPB001442B 12.38 6.84e-09 48-68 
IPB001073A 22.14 9.30e~09 38-72 


2131 


IPB001442 


C-terminal tandem repeated domain 
! in type 4 procollagen 


IPB001442A 26.12 7.53e-26 8-60 


2131 


IPB000885 


Fibrillar collagen C-terminal domain 


IPB000885B 19.15 4.52e-24 1-54 
IPB000885B 19.15 2.38e-23 19-72 
IPB001442A 26.12 8.04e-23 1 1-63 
IPB001442A 26.12 8.83e-23 20-72 
IPB000885B 19. 15 2.32e-22 4-57 
IPB001442A 26.12 2.93e-22 5-57 
IPB001442A 26.12 5.37e-22 17-69 


2131 


PR00258 


Speract receptor signature I 


PR00258A 13.56 6.32e-16 87-103 
IPB001442A 26.12 7.91e-16 26-78 
IPB000885A 11.46 1.49e-15 33-70 
IPB000885A 11.46 5.74e-15 24-61 
IPB000885B 19.15 5.98e-15 28-81 
IPB000885A 1 1.46 8.30e-15 9-46 
IPB000885A 11.46 2.99e-14 30-67 
IPB000885B 19.15 4.13e-14 31-84 


2131 


IPB001073 


Complement Clq protein 


IPB001073A 22.14 8.40e-14 17-51 
IPB000885A 11.46 8.60e-14 39-76 
IPB000885B 19.15 2.17e-13 34-87 
IPB001073A 22.14 7.89e-13 23-57 
PR00258B 7.94 8.42e-13 106-117 
IPB001442A 26.12 2.17e-12 35-87 
IPB001442B 12.38 2.98e-12 24-44 
IPB001442B 12.38 5.58e-12 21-41 
IPB001073A 22.14 6.94e-12 20-54 
IPB001073A 22.14 8.38e-12 11-45 
IPB001442A 26.12 8.47e-12 32-84 
IPB001442B 12.38 8.47e-12 12-32 
IPB001073A 22.14 8.74e-12 29-63 
IPB001442B 12.38 9.69e-12 15-35 
1PB001442B 12.38 1.71e-ll 51-71 
IPB001442B 12.38 2.86e-ll 9-29 
IPB001073A 22.14 3.83e-ll 14-48 
IPB000885B 19.15 5.90e-ll 40-93 
IPB001442B 12.38 8.86e-ll 6-26 
IPB001073A 22.14 9.17e-ll 44-78 
IPB001073A 22.14 9.50e-ll 2-36 
IPB001073A 22.14 1.15e-10 8-42 
IPB001073A 22.14 2.83e-10 26-60 


2131 


IPB000817 


Prion protein 


IPB000817A 8.34 2.88e-10 1-43 
IPB000885B 19.15 4.09e-10 37-90 
IPB000885A 1 1.46 4.23e-10 42-79 
IPB001073A 22.14 4. 8 le- 10 47-81 
IPB001073A 22.14 5.12e-10 50-84 
IPB001073A 22.14 6.03e-10 5-39 
IPB001442A 26.12 9.26e-10 38-90 
IPB001442B 12.38 1.24e-09 18-38 
IPB001073A 22.14 2.13e-09 41-75 
IPB001442B 12.38 2.70e-09 3-23 
IPB001442B 12.38 4.65e-09 45-65 
IPB001442B 12.38 5.62e-09 27-47 
IPB000885A 11.46 5.87e-09 45-82 
IPB001442B 12.38 6.84e-09 48-68 
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IPB001073A 22.14 9.30e-09 38-72 


2132 


IPB000237 


GRIP domain 


IPB000237B 30.66 3.22e-10 427-477 


2133 


IPB001909 


KRAB box 


IPB001909 17.37 6.50e-34 63-97 


2133 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 8.20e-22 354-379 
IPB000822 14.67 5.09e-21 438-463 
IPB000822 14.67 5.50e-20 606-63 1 
IPB000822 14.67 7.00e-20 578-603 
IPB000822 14.67 3.25e-19 522-547 
IPB000822 14.67 4.00e-19 326-351 
IPB000822 14.67 7.00e-19 410-435 
IPB000822 14.67 4.46e-18 494-519 
IPB000822 14.67 6.14e-17 382-407 
IPB000822 14.67 3.40e-16 550-575 
IPB000822 14.67 4.00e-16 466-491 


2133 


PR00048 


C2H2-type zinc finger signature I 


PR00048A 9.94 5.85e-14 547-560 
PR00048A 9.94 8.07e-13 35 1-364 
PR00048A 9.94 3.12e-12 519-532 
PR00048A 9.94 4.71e-12 379-392 
PR00048A 9.94 4.71e-12 463-476 
PR00048B 5.52 7.00e-12 619-628 


2133 


IPB001275 


DM DNA binding domain 


IPB001275 19.17 7.04e-12 398-437 
PR00048A 9.94 7.88e-12 631-644 
PR00048A 9.94 1.95e-ll 603-616 
PR00048A 9.94 4.32e-l 1 575-588 
PR00048B 5.52 5.50e-ll 451-460 
PR00048A 9.94 1 .00e-10 323-336 
IPB001275 19.17 1.36e-10 426-465 
IPB001275 19.17 1.49e-10 482-521 
PR00048A 9.94 5.09e- 10 435-448 
IPB001275 19.17 5.14e-10 510-549 


2133 


IPB002S17 


ThiC family 


IPB002817H 11.39 5.42e-10 349-364 
PR00048A 9.94 5.91e-10 491-504 
IPB001275 19.17 8.18e-10 314-353 
IPB001275 19.17 9.15e-10 454-493 
PR00048B 5.52 9.36e-10 507-516 
IPB001275 19.17 9.39e-10 342-381 
IPB001275 19.17 9.39e-10 370-409 
PR00048B 5.52 2.00e-09 339-348 
IPB000822 14.67 2.13e-09 634-659 
PR00048B 5.52 2.50e-09 591-600 
IPB001275 19.17 2.71e-09 594-633 
PR00048B 5.52 3.00e-09 535-544 
IPB001275 19.17 3.62e-09 538-577 
PR00048A 9.94 4.3Se-09 407-420 


2133 


IPB000306 


"FYVE Zn-fmger, 
rabphilin/VPS27/FABl type" 


IPB000306 8.96 4.71e-09 350-362 
PR00048B 5.52 5.50e-09 423-432 
IPB000306 8.96 5.76e~09 630-642 
IPB000306 8.96 6.03e-09 434-446 
PR00048B 5.52 7.00e-09 367-376 
IPB002817H 11.39 7.34e-09 433-448 
IPB001275 19.17 S.lSe-09 566-605 


2133 


IPB002634 


BolA-like protein 


IPB002634A 23.30 8.62e-09 375-409 


2137 


IPB000954 


Aminotransferase class-Ill pyridoxal- 
phosphate 


IPB000954B 21.02 9.38e-21 191-230 
IPB000954D 13.61 5. 74e- 17 277-295 
IPB000954C 12.88 9.44e-14 240-255 


2138 


IPB000954 


Aminotransferase class-Ill pyridoxal- 
phosphate 


IPB000954B 21.02 9.38e-21 191-230 
IPB000954D 13.61 5.74e-17 277-295 
IPB000954C 12.88 9.44e-14 240-255 
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2139 


1 IPB001254 


"Serine proteases, trypsin family" 


IPB001254A 9.98 6.14e-15 33-49 


2139 


PR00722 


Chymotrypsin serine protease family 
(SI) signature I 


PR00722A 12.06 4.54e-14 34-49 


2139 


IPB000001 


Kringle 


IPB000001D 11.31 7.56e-12 33-49 


2139 


IPB000177 


Apple domain 


IPB000177K 13.19 2.57e-10 35-67 
PR00722B 12.69 6.85e-10 90-104 


2142 


IPB000152 


Aspartic acid and asparagine 
hydroxylation site 


IPB000152 8.86 3.89e-l 1 10-25 
IPB000152 8.86 4.86e-l 1 128-143 


2142 


IPB001881 


Calcium-binding EGF-like domain 


IPB001881B 12.28 7.63e-ll 10-21 


2142 


PR00010 


Type II EGF-like signature III 


PR00010C 6.98 2.74e-10 133-143 


2142 


IPB002899 


EB module 

- 


IPB002899B 11.81 5.59e-10 116-128 
IPB002899B 11.81 5.59e-10 157-169 
IPB001881B 12.28 6.57e-10 128-139 
IPB001881B 12.28 8.29e-10 169-180 
IPB001881A 8.72 9.36e-10 41-50 
IPB000152 8.86 9.72e-10 169-184 


2142 


IPB001862 


Membrane attack complex 
components/perform/complement C9 


IPB001862F 29.39 9.8 le-10 26-73 
IPB001862F 29.39 1.28e-09 102-149 


2142 


IPB000033 


"Low-density lipoprotein (ldl) 
receptor, YWTD repeat" 


IPB000033B 7.05 5.03e-09 133-143 
PR00010A 12.91 7.27e-09 37-48 


2142 


IPB000561 


EGF-like domain 


IPB000561 4.89 7.43e-09 96-104 
IPB000561 4.89 7.43e-09 137-145 


2144 


IPB000608 


Ubiquitin-conjugating enzymes 


IPB000608 27.71 7.95e-12 72-116 


2146 


IPB002181 


Fibrinogen beta and gamma chains 
C-terminal globular domain 


IPB002181B 20.16 7.49e-24 30-66 
IPB002181D 29.18 7.32e-15 92-132 
IPB002181C 15.87 2.64e-10 71-83 


2147 


IPB0021S1 


Fibrinogen beta and gamma chains 
C-terminal globular domain 


IPB002181B 20.16 7.49e-24 30-66 
IPB002181D 29.18 7.32e-15 92-132 
IPB002181C 15.87 2.64e-10 71-83 


2148 


IPB002181 


Fibrinogen beta and gamma chains 
C-terminal globular domain 


IPB0021 8 IB 20. 16 7.49e-24 30-66 
IPB002181D 29.18 7.32e-15 92-132 
IPB002181C 15.87 2.64e-10 71-83 


2151 


IPB002027 


Amino acid permease 


IPB002027D 22.00 4. 13e-25 248-287 
IPB002027C 19.67 2.74e-22 167-205 
IPB002027B 12.67 7.97e-12 103-122 


2159 


PR00503 


Bromodomain signature IV 


PR00503D 19.24 3.57e-21 432-451 


2159 


IPB001487 


Bromodomain 


IPB001487B 17 44 2 13e-19 423-444 
PR00503B 10.44 4.37e-19 105-121 
IPB001487A 11.44 5.20e-19 106-124 
PR00503C 19.09 4.00e-17 121-139 
IPB001487A 11.44 9.53e-16 399-417 
PR00503A 14.57 4.00e-14 89-102 
PR00503B 10.44 8.64e-14 398-414 
PR00503D 19.24 9.25e-13 139-158 
IPB001487B 17.44 1.58e-12 130-151 
PR00503C 19.09 6.70e-l 1 414-432 


2159 


IPB001505 


"Cu(A) centre of cytochrome c 
oxidase, subunit II and nitrous oxide 
reductase 


IPB001505B 15.93 5.94e-10 417-466 
IPB001505A 18.04 1.17e-09 104-151 


2159 


IPB003351 


Dishevelled specific domain 


IPB003351C 13.82 5.13e-09 496-535 
PR00503A 14.57 6.81e-09 382-395 


2159 


PR01217 


Proline rich extensin signature IV 


PR01217D 4.57 7.49e-09 250-271 


2159 


PR01503 


Treacher Collins syndrome protein 
Treacle signature II 


PR01503B 3.77 7.64e-09 714-727 


2159 


IPB000574 


Tymovirus coat protein 


IPB000574A 32.18 7.78e-09 265-312 


2159 


PR00910 


Luteovirus ORF6 protein signature I 


PR00910A 2.74 8.07e-09 266-278 


2159 


IPB001359 


Synapsin 


IPB001359H 22.58 8.51e-09 204-254 
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2159 


IPB001978 


Troponin 


IPB001978B 22.99 9.15e-09 541-572 


2160 


IPB002862 


Protein of unknown function DUF16 


IPB002862C 11.30 9.59e-09 60-82 


2164 


IPB000961 


Protein kinase C-terminal domain 


IPB000961D 21.23 5.29e-29 7-48 


2164 


IPB001245 


Tyrosine kinase catalytic domain 


IPB001245B 21.68 2.80e-19 11-49 


2164 


IPB000861 


PKN/rhophilin/rhotekin rho-binding 
repeat 


IPB000861G 13.73 9.60e-16 13-62 


2164 


IPB001772 


Kinase associated domain 1 


IPB001772E 24.88 2.25e-14 69-108 


2164 


IPB003527 


MAP kinase 


IPB003527G 17.26 8.86e-14 81-118 
IPB001772D 21.67 4.73e-13 18-57 
IPB003527D 21.53 4.66e-l 1 4-45 


2164 


IPB000095 


PAK-box /P21~Rho-binding 


IPB000095F 16.47 9.65e-10 15-69 


2164 


IPB000959 


POLO box duplicated region 


IPB000959D 27.01 2.97e-09 62-114 


2165 


IPB000961 


Protein kinase C-terminal domain 


IPB000961D 21.23 5.29e-29 7-48 


2165 


IPB001245 


Tyrosine kinase catalytic domain 


IPB001245B 21.68 2.80e-19 11-49 


2165 


IPB000861 


PKN/rhophilin/rhotekin rho-binding 
repeat 


IPB000861G 13.73 9.60e-16 13-62 


2165 


IPB001772 


Kinase associated domain 1 


IPB001772E 24.88 2.25e-14 69-108 


2165 


IPB003527 


MAP kinase 


IPB003527G 17.26 8.86e-14 81-118 
IPB001772D 21.67 4.73e-13 18-57 
IPB003527D 21.53 4.66e-ll 4-45 


2165 


IPB000095 


PAK-box /P21 -Rho-binding 


IPB000095F 16.47 9.65e-10 15-69 


2165 


IPB000959 


POLO box duplicated region 


IPB000959D 27.01 2.97e-09 62-114 


2167 


IPB001073 


Complement Clq protein 


IPB001073B 20.88 6.00e-26 147-181 
IPB001073A 22.14 4.48e-20 101-135 


2167 


IPB000885 


Fibrillar collagen C-terminal domain 


IPB000885B 19.15 9.63e-20 70-123 


2167 


IPB001442 


C-terminal tandem repeated domain 
in type 4 procollagen 


IPB001442A 26.12 4.27e-19 71-123 
IPB000885B 19 15 7 48e-19 76-129 
IPB000885A 11.46 1.97e-18 78-115 
IPB000885A 11.46 2.94e-18 84-121 


2167 


PR00007 


Complement C1Q domain signature 
III 


PR00007C 16.13 3.67e-18 215-236 
IPB00 1442 A 26.12 1.1 le-17 80-132 
PR00007A 20.64 1.84e-17 140-166 
IPB001442A 26.12 1.87e-17 86-138 
IPB000885B 19.15 5.39e-17 73-126 
IPB000885A 11.46 6.96e-17 81-118 
IPB000885B 19.15 S.87e-17 67- 


2167 


IPB000817 


Prion protein 


IPB000817A 8.34 3.27e-09 67-109 
IPB000885A 11.46 3.66e-09 35-72 
IPB001442A 26.12 4.13e-09 28-80 
IPB000885B 19.15 4. 19e-09 42-95 
IPB000885A 11 46 4 77e-09 1 02-1 ^0 
IPB001442A 26 12 4 83e-09 40-92 
IPB001442B 12.38 5.99e-09 53-73 
IPB001442A 26.12 6.17e-09 37-89 
IPB000885B 19.15 7.55e-09 52-105 
IPB001442B 12.38 7 57e-09 87-107 
IPB001442B 12.38 8.54e-09 105-125 
IPB001073A 22.14 8.59e-09 46-80 
IPB000885B 19.15 8.69e-09 94-147 
IPB001442B 12.38 9.64e-09 90-110 


2169 


IPB002360 


Involucrin 


IPB002360C 15.36 3.06e-14 206-247 


2169 


PR00209 


Alpha/beta gliadin family signature II 


PR00209B 4.73 5.94e-12 226-244 
IPB002360C 15.36 5.93e-10 215-256 
IPB002360C 15.36 2.50e-09 195-236 
IPB002360C 15.36 2.50e-09 214-255 


2169 


IPB001359 


Synapsin 


IPB001359H 22.58 5.19e-09 220-270 
IPB002360C 15.36 5.20e-09 203-244 
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IPB002360C 15.36 5.70e-09 212-253 
IPB002360C 15.36 6.10e-09 188-229 


2169 


IPB003753 


"Exonuclease VII, large subunit" 


IPB003753F 28.29 7.54e-09 181-231 
IPB002360C 15.36 8 80e-09 218-259 


2170 


IPB002360 


Involucrin 


IPB002360C 15.36 3.06e-14 206-247 


2170 


PR00209 


Alpha/beta eliadin family signature II 


PR00209B 4 73 5 94e-12 226-244 
IPB002360C 15.36 5.93e-10 215-256 
IPB002360C 15 36 2 50e-09 195-236 
IPB002360C 15.36 2.50e-09 214-255 


2170 


IPB001359 


Synapsin 


IPB001359H 22 58 5 19e-09 220-270 ! 
IPB002360C 15.36 5.20e-09 203-244 
IPB002360C 15.36 5.70e-09 212-253 
IPB002360C 15.36 6 10e-09 188-229 


2170 


IPB003753 


"Exonuclease VII, large subunit" 


IPB003753F 28.29 7.54e-09 181-231 
IPB002360C 15.36 8.80e-09 218-259 


2172 


IPB000483 


Leucine rich repeat C-terminal 
domain 


IPB000483 11 18 5 50e-13 45-59 ' 


2173 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 8.83e-ll 69-106 


2175 


PR00457 


Animal haem peroxidase signature 
VII 


PR00457G 14 17 4 48e-14 144-164 
PR00457H 14.82 5.85e-13 215-229 
PR00457F 14.42 6.32e-12 17-27 


2176 


PR00457 


Animal haem peroxidase signature 
VII 


PR00457G 14.17 4.48e-14 144-164 
PR00457H 14.82 5.85e-13 215-229 
PR00457F 14.42 6.32e-12 17-27 


2177 


PR00457 


Animal haem peroxidase signature 
VII 


PR00457G 14,17 4.48e-14 144-164 
PR00457H 14 82 5 85e-13 215-229 
PR00457F 14.42 6.32e-12 17-27 


2179 


IPB002151 


Kinesin light chain repeat 


IPB002151B 14.23 8.01e-10 259-31 1 


2179 


IPB000421 


Coagulation factor 5/8 t}>pe C 
domain (FA58C) 


IPB000421A 21.21 7.85e-09 62-81 


2180 


IPB003117 


Regulatory subunit of type II PKA R- 
subunit 


IPB003117C 17.01 1.00e-40 189-229 
IPB003117D 18.87 1.00e-40 240-280 
IPB003117G 17.45 8.50e-33 383-417 
IPB003 1 1 7A 22.23 5.50e-26 66-98 
IPB0031 17E 18.84 5.85e-23 329-357 


2180 


IPB000595 


Cyclic nucleotide-binding domain 


IPB000595C 23.31 6.82e-21 363-388 


2180 


PR00103 


cAMP-dependent protein kinase 
signature II 


PR00103B 10.32 7.00e-18 215-229 
IPB000595B 15.72 7.50e-18 321-344 
IPB003117F 17.26 1.00e-17 365-379 
IPB000595B 15.72 4.43e-16 203-226 
PR00103A 9.07 7.75e-16 200-214 
IPB003117C 17.01 2.96e-15 307-347 

IJtJDUUj 1 1 / D lo.cS/ ^.l^e-lj J04-4U4 

PR00103E 12.91 5.91e-14 397-409 
PT?nni mr* in is o qq«, i a -207 

i IvU U LVDLJ ll/.lO Z.7JC-1J j/0"JO/ 

IPB000595C 23.31 4.60e-13 239-264 
PR00103C 13.28 1.84e-ll 364-373 
PR00103D 10.18 2.98e-10 252-263 
IPB003117E 18.84 3.57e-10 199-227 
IPB003117E 18.84 5.43e-10 317-345 
IPB003117F 17.26 1.50e-09 241-255 
PR00103A 9.07 8.11e-09 318-332 


2181 


IPB001478 


PDZ domain (also known as DHR or 
GLGF) 


IPB001478B 6.12 4.94e-09 49-58 


2182 


IPB000907 


Lipoxygenase 


IPB000907J 20.31 5.50e-37 499-541 
IPB000907G 22.23 1.87e-34 346-388 | 



WO 2004/080148 



PCT7US2003/030720 



446 
TABLE 3B 









IPB000907F 21.29 1.00e-28 313-345 


2182 


PR00467 


Mammalian lipoxygenase signature 
VI 


PR00467F 12.25 9.41e-22 393-415 


2182 


PR00087 


Lipoxygenase signature III 


PR00087C 13.32 1.39e-21 348-368 
IPB000907C 16.09 7.17e-21 195-221 
IPB000907I 27.52 7.16e-19 438-491 
IPB000907E 15.16 9.21e-18 270-294 
PR00467D 17.16 9.57e-17 170-191 
IPB000907D 1 R 70 2 67e-1 6 7^6-761 
PR00467E 9.17 1.16e-15 267-286 
PR00087A 20.06 3.52e-15 310-327 
PR00087B 13 69 5 lle-15 328-345 
IPB000907B 14.10 2.50e-13 132-147 
PR00467A 8 38 3 29e-13 11-28 
IPB000907H 18.37 5.86e-13 409-425 
PR00467B 14.98 5.88e-12 57-76 
PR00467G 16.61 3.37e-l 1 554-571 
IPB000907A 16.20 4.21e-10 94-103 


2183 


IPB000907 


Lipoxygenase 


IPB000907J 20.31 5.50e-37 499-541 
IPB000907G 22.23 1.87e-34 346-388 
IPB000907F 21.29 1.00e-28 313-345 


2183 


PR00467 


Mammalian lipoxygenase signature 
VI 


PR00467F 12.25 9.41e-22 393-415 


2183 


PR00087 


Lipoxygenase signature III 


PR00087C 13.32 1.39e-21 348-368 
IPB000907C 16.09 7.17e-21 195-221 
IPB000907I 27.52 7.16e-19 438-491 
IPB000907E 15.16 9.21 e- 18 270-294 
PR00467D 17.16 9.57e-17 170-191 
IPB000Q07D 1 8 70 2 67e-1 6 9^6-76^ 

PR00467E 9.17 1.16e-15 267-286 
PR00087A 20.06 3.52e-15 310-327 
PR00087B 13 69 5 1 1e-l 5 328-345 
IPB000907B 14.10 2.50e-13 132-147 
PR00467A 8 38 3 29e-13 11-28 \ 1 
IPB000907H 18.37 5.86e-13 409-425 
PR00467B 14.98 5.88e-12 57-76 
PR00467G 16.61 3.37e-l 1 554-571 
IPB000907A 16.20 4.21e-10 94-103 


2184 


IPB000907 


Lipoxygenase 


IPB000907J 20.31 5.50e-37 499-541 
IPB000907G 22.23 1.87e-34 346-388 
IPB000907F 21.29 1.00e-28 313-345 


2184 


PR00467 


Mammalian lipoxygenase signature 
VI 


PR00467F 12.25 9.41e-22 393-415 


2184 


PR00087 


Lipoxygenase signature III 


PR00087C 13.32 1.39e-21 348-368 
IPB000907C 16.09 7.17e-21 195-221 
IPB000907I 27.52 7.16e-19 438-491 
IPB000907E 15.16 9.21e-18 270-294 
PR00467D 17.16 9.57e-17 170-191 
IPB000907D 18.70 2.67e-16 236-263 
PR00467E 9.17 1.16e-15 267-286 
PR00087A 20.06 3.52e-15 3 10-327 
PR00087B 13.69 5.1 le-15 328-345 
IPB000907B 14. 1 0 2.50e- 1 3 1 32- 147 
PR00467A 8.38 3.29e-13 11-28 
IPB000907H 18.37 5.86e-13 409-425 
PR00467B 14.98 5.88e-12 57-76 
PR00467G 16.61 3.37e-l 1 554-571 
IPB000907A 16.20 4.21e-10 94-103 | 



WO 2004/080148 



PCT7US2003/030720 



447 
TABLE 3B 



2193 


IPB001 / /4 


ljeita serrate nganu 


TPR001774P 1R 95 1 71e-31 37-79 
IPB001774D 19 23 3 32e-25 83-129 


2193 


PR00U i I 


T\n-»f* TTT PT frK-lilrp QionnfiiT'P Wf 

1 \/pc 111 Jj/ VJ 1? 1 1 1VC bigllClLU.lt' JL V 


PR0001 ID 12 12 4 57e-12 39-57 
IPB001774C 18 25 2.15e-10 68-110 


2193 


PR00010 


Type II EGF-like signature III 


PR00010C 6.98 3.90e-10 113-123 
PR0001 IB 13 08 7.88e-10 39-57 


2193 


IPB000561 


EGF-like domain 


IPB000561 4.89 9.25e-10 46-54 


2193 


IPB001886 


Laminin N-terminal (Domain VI) 


IPB001886E 10.90 9.67e-10 44-60 


2193 


IPB000152 


Aspartic acid and asparagine 
hydroxylation site 


IPB000152 8.86 6.21e-09 108-123 
PR00011A 14.05 6.88e-09 39-57 


2193 


IPB000034 


Laminin B 


IPB000034A 22.21 9.00e-09 96-131 


2193 


IPB001762 


Disintegrin 


IPB001762A 23.93 9.65e-09 126-166 


2195 


IPB000467 


Dl 1 1/G-patch domain 


Ir JdUUU40 / o.Oj 1 .UUe-Uo JZy-Jjy 


2197 


IPB002467 


"Methionine aminopeptidase, 
subfamily r 


IPB002467C 17.56 2.29e-30 184-212 


2197 


PR00599 


Methionine aminopeptidase-l 
signature II 


PR00599B 10.21 8.00e-17 188-204 
IPB002467D 14.78 5.50e-15 257-282 
PR00599A 11.84 9.63e-14 166-179 
IPB002467F 18.38 1.58e-12 315-345 
IPB002467E 11.05 7.75e-12 290-302 

IPB002467A 15.75 2.87e-09 130-147 


2197 


IPB001131 


Proline dipeptidase 


IPB001131D 11.56 5.18e-09 290-303 
IPB001131B 18.96 8.10e-09 188-209 


2198 


IPB002889 


WSC domain 


TDDAATOOOD 1 1 1 fc. 1 Q2o 1 O A1 O 

lrBUUZooyo 11. /O l.ooe-lZ JOO-'f 1Z 

IPB002889B 11.76 3.54e-ll 365-411 

ijrJDUUZooyjzJ li./O oe- iu jo/ -*f i -? 

IPB002889B 11.76 7. 13e-10 362-408 


2198 


IPB003351 


Dishevelled specific domain 


TPRnn^^^lP 11 R9 4 4Qp-00 177-41 1 

IPB002889B 11.76 4.56e-09 353-399 
TPR007SRQR 1 1 76 7 00e-09 355-401 
IPB002889C 9.89 8.52e-09 367-388 


2199 


PR00918 


Calicivirus non-structurai poiyprotem 
lamuy signature l 


Pr^OOQISA 13 81 5 85e-ll 192-212 


2199 




L/isease resistance protein bignatuic 1 


PR00364A 8 29 4 71e-09 197-212 


2199 


PR01102 


5-hydroxytryptamine 6 receptor 
signature .aha 


PR01102M 11.13 6.71e-09 1013-1035 


2199 


PR00049 


Wilrn's tumour protein signature IV 


PR00049D 0.00 7.71e-09 1021-1035 


2200 


IPB001478 


PDZ domain (also known as DHR or 
GLGF) 


IPB001478A 11.55 5.09e-09 61-71 
IPB001478B 6.12 1.00e-08 79-88 


2202 


PRO 1286 


Orphan nuclear receptor inuki 
signature V 


PR0 1 ?£6F 5 77 Q ?6e-0Q 322-343 


2203 


IITnAAAAAO 

IPB000998 


MAM domain 


TPROOOOQ^D IS 66 1 96e-15 546-569 


2203 


IPB003886 


Extracellular domain in nidogen 


IPB003886D 13.91 8.77e-15 253-272 


2203 


IPB000152 


Aspartic acid and asparagine 

livfirovvlafioTi *?ite 


IPB000152 8.86 2.89e-14 126-141 


2203 


IPB001881 


Calcium-binding EGF-like domain 


IPB001881B 12.28 5.00e-14 208-219 
IPB000152 8.86 1.00e-13 253-268 
IPB000152 8.86 1.82e-13 208-223 
IPB001881B 12.28 4.75e-13 126-137 


2203 


IPB001774 


Delta serrate ligand 


IPB001774C 18.25 9.13e-13 88-130 
IPB000998B 17.20 l.OOe- 12 428-440 


2203 


PR00020 


MAM domain signature I 


PR00020A 20.48 2.88e-ll 426-444 
1PB000998C 18.63 5.30e-ll 483-498 
IPB001881B 12.28 8.58e-l 1 253-264 



WO 2004/080148 



PCT/US2003/030720 



448 
TABLE 3B 


2203 


PR00907 

JL JL ^-\-» V «^ w f 


Thrombomodulin signature II 

-A- JL JUL wlJLX V */A*xw *7 


PR00907B 1 1.50 2.44e-10 160-176 


2203 


IPB000561 


EGF-like domain 


IPB000561 4.89 3.25e-10 97-105 


2203 


IPB000033 


"Low-density lipoprotein (ldl) 
receptor, YWTD repeat" 


IPB000033B 7.05 5.35e-10 258-268 
IPB000033B 7.05 5.97e-09 213-223 




TPB000167 


T^pH vHrin 

i^uiiyui in 


IPB000167A 8.58 7.14e-09 340-367 


2203 


IPB003367 


Thrombospondin type 3 repeat ± 


IPB003367A 11.78 9.79e-09 175-195 




11 DUUU770 


TV/T A J\A H nm a i n 


IPB000998D 18.66 1.96e-15 546-569 


2204 


IPB003886 


Extracellular domain in nidogen 


IPB003886D 13.91 8.77e-15 253-272 


2204 


IPB000152 


Aspartic acid and asparagine 

IljLU iJJS. y 1 £l Ll LJ11 OA i 


IPB000152 8.86 2.89e-14 126-141 




li J3WU loo 1 


r^aloinrn-hinrlino' POF-likp domain 


IPB001881B 12.28 5.00e-14 208-219 
IPB000152 8.86 1.00e-13 253-268 
IPB000152 8.86 1.82e-13 208-223 
IPB001881B 12.28 4.75e-13 126-137 




TPR001774 

Ax 1J\J\J L / / " 


Oplta serrate li^and 


IPB001774C 18.25 9.13e-13 88-130 
IPB000998B 17.20 1.00e-12 428-440 


??04 


PR00020 


MAM domain signature I 


PR00020A 20.48 2.88e-ll 426-444 
IPB000998C 18.63 5.30e-ll 483-498 
IPB001881B 12.28 8.58e-ll 253-264 


2204 


PR00907 


Thrombomodulin signature II 


PR00907B 11.50 2.44e-10 160-176 


2204 


IPB000561 


EGF-like domain 


IPB000561 4.89 3.25e-10 97-105 


2204 


IPB000033 


"Low-density lipoprotein (ldl) 
receptor, YWTD repeat" 


IPB000033B 7.05 5.35e-10 258-268 
IPB000033B 7.05 5.97e-09 213-223 


2204 


IPB000167 


Dehydrin 


IPB000167A 8.58 7.14e-09 340-367 


2204 


IPB003367 


Thrombospondin type 3 repeat 


IPB003367A 11.78 9.79e-09 175-195 




TPB002893 


MYND zinc fmeer fZnF) domain 


IPB002893 16.28 4.52e-17 663-681 


2205 


TPB001664 


Intermediate filament proteins 


IPB001664B 17.44 6.20e-09 569-608 


2205 


TPB002889 


WSC domain 


IPB002889B 11.76 6.34e-09 488-534 
IPB002889C 9.89 8.12e-09 437-458 
IPB002889B 11.76 9.91e-09 419-465 


2206 


IPB002893 


MYND zinc finser (ZnF) domain 


IPB002893 16.28 4.52e-17 663-681 


2206 


IPB001664 


Intermediate filament proteins 


IPB001664B 17.44 6.20e-09 569-608 


2206 


TPB002889 


WSC domain 


IPB002889B 11.76 6.34e-09 488-534 
IPB002889C 9.89 8.12e-09 437-458 
IPB002889B 11.76 9.91e-09 419-465 


2207 


IPB002893 


MYND zinc fineer (ZnF) domain 


IPB002893 16.28 4.52e-17 663-681 


2207 


IPB001664 


Intermediate filament proteins 


IPB001664B 17.44 6.20e-09 569-608 


9907 


TPR002889 


WSC domain 


IPB002889B 11.76 6.34e-09 488-534 
IPB002889C 9.89 8.12e-09 437-458 
IPB002889B 11.76 9.91e-09 419-465 


2208 


IPB002893 


MYND zinc finger (ZnF) domain 


IPB002893 16.28 4.52e-17 663-681 


2208 


IPB001664 


Intermediate filament proteins 


IPB001664B 17.44 6.20e-09 569-608 


2208 


IPB002889 


WSC domain 


IPB002889B 11.76 6.34e-09 488-534 
IPB002889C 9.89 8.12e-09 437-458 
IPB002889B 11.76 9.9 le-09 419-465 


2210 


PR00918 


Calici virus non- structural polyprotein 
family signature I 


PR00918A 13.81 5.85e-ll 88-108 


2210 


PR00364 


Disease resistance protein signature I 


PR00364A 8.29 4.71e-09 93-108 


2211 


IPB001762 


Disintegrin 


IPB00 1762 A 23.93 4.33e-23 19-59 


2211 


PR00289 


Disintegrin signature I 


PR00289A 14.29 1.16e-14 35-54 
IPB001762B 10.06 3.40e-12 66-76 


2211 


IPB001774 


Delta serrate ligand 


IPB001774C 18.25 5. 31e-10 238-280 
PR00289B 11.74 3.80e-09 64-76 


2211 


1PB003306 


WIF domain 


IPB003306E 25.51 7.40e-09 215-260 


2212 


IPB000159 


RA domain 


IPB000159A 11.28 7.60e-10 115-124 


2212 


IPB001359 


Synapsin 


IPB001359H 22.58 5.89e-09 108-158 


2213 


PR00308 


Type I antifreeze protein signature III 


PR00308C 2.79 1.00e-ll 729-738 
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2213 


IPB000906 


ZU5 domain 


IPB000906E 22.11 5.55e-ll 256-296 


2213 


PR01415 


Ankyrin repeat signature I 


PR01415A 12.73 6.46e-l 1 259-271 
IPB000906D 23.89 6.59e-ll 324-378 
PR01415A 12.73 7.11e-ll 192-204 
PR01415A 12 73 7 43e-l 1 160-172 
PR00308B 3.38 9.53e-ll 729-740 
PR00308A 3.72 5.19e-10 726-740 
IPB000906F 35.93 5.85e-10 202-255 


2213 


PR01511 


Kvl .4 voltaee-eated K+ channel 
signature IV 


PR0151 ID 3.91 9.26e-10 727-737 
PR01415B 10.23 5.88e-09 271-283 
IPB000906G 25.85 6.69e-09 338-386 
IPB000906A 22.49 7.84e-09 185-227 
PR00308A 3.72 9.11e-09 727-741 
PR00308C 2.79 9.64e-09 727-736 


2214 


IPB000471 


"Interferon alpha, beta and delta 
family" 


IPB000471A 27.36 2.86e-34 56-109 


2214 


PR00266 


Interferon alpha and beta subunit 
signature I 


PR00266A 13.41 9.59e-14 78-90 


2219 


PR00405 


HIV Rev interacting protein 
signature II 


PR00405B 10.10 2.93e-17 290-307 
PR00405A 18.83 4.89e-14 271-290 


2219 


PRO 14 15 


Ankyrin repeat signature I 


PR01415A 12.73 1.32e-l 1 419-431 
PR00405C 18.05 2.55e-09 31 1-332 


2220 


PR00405 


HIV Rev interacting protein 
signature II 


PR00405B 10.10 2.93e-17 290-307 
PR00405A 18.83 4.89e-14 271-290 


2220 


PR01415 


Ankyrin repeat signature I 

*/ x * — > 


PR01415A 12.73 1.32e-l 1 419-431 
PR00405C 18.05 2.55e-09 31 1-332 


2221 


PR00405 


HIV Rev interacting protein 

i — • X 

signature II 


PR00405B 10.10 2.93e-17 290-307 
PR00405A 18.83 4.89e-14 271-290 


2221 


PRO 14 15 


Ankyrin repeat signature I 


PR01415A 12.73 1.32e-ll 419-431 
PR00405C 18.05 2.55e-09 31 1-332 


2222 


PR00405 


HIV Rev interacting protein j 
signature II 


PR00405B 10.10 2.93e-17 290-307 
PR00405A 18.83 4.89e-14 271-290 


2222 


PRO 14 15 


Ankyrin repeat signature I 


PR01415A 12.73 1.32e-ll 419-431 
PR00405C 18.05 2.55e-09 31 1-332 


2223 


IPB002870 


Reprolysin family propeptide 


IPB002870F 18.81 2.35e-19 59-83 
IPB002870E 11.90 3.37e-16 23-35 


2223 


IPB000130 


"Neutral zinc metallopeptidases, 
zinc-binding region" 


IPB000130 5.86 1.86e-09 21-31 


2223 


PR00480 


Astacin family signature II 


PR00480B 14.35 3.45e-09 16-34 


2224 


IPB000329 


Uteroglobin family 


IPB000329A 11.99 3.57e-10 1-16 


2224 


PR00486 


Uteroglobin signature I 


PR00486A 6.53 9.03e-09 2-16 


2225 


IPB001073 


Complement Clq protein 


IPB001073A 22.14 6.55e-13 67-101 


2228 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 6.09e-ll 11-48 


2229 


IPB001759 


Pentaxin family 


IPB001759D 18.25 4.67e-33 471-509 


2229 


PR00895 


Pentaxin signature V 


PR00895E 12.84 4.19e-18 479-498 
PR00895D 14.46 2.38e-17 459-478 
PR00895C 12.82 3.18e-17 432-450 
IPB001759C 13.49 4.30e-17 432-450 
IPB001759A 29.51 1.82e-14 175-209 
PR00895A 14.28 8.83e-13 366-380 
IPB001759E 18.14 5.34e-ll 521-535 
PR00895F 15.89 9.50e-l 1 498-512 


2229 


1PB002751 


Cobalamin synthesis CBIM 


IPB002751C 15.32 1.00e-08 50-79 


2235 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 8.71e-ll 73-98 


2239 


IPB000917 


Sulfatase 


IPB000917B 9.25 6.40e-13 103-113 

IPB000917A 9.52 5.26e-10 59-70 
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2240 


IPB000834 


"Zinc carboxypeptidases, 
carboxypeptidase A metalloprotease 
(M14) family" 


IPB000834B 13.51 2.50e-17 37-51 


2240 


PR00765 


Carboxypeptidase A metalloprotease 
(M14) family signature II 


PR00765B 14.48 1.39e-15 33-47 
IPB000834C 17.20 2.80e-15 106-122 
IPB000834D 18.95 4.72e-12 133-159 
PR00765C 10.88 1.82e-10 113-121 


2241 


IPB000834 


"Zinc carboxypeptidases, 
carboxypeptidase A metalloprotease 
(M14) family" 


IPB000834B 13.51 2.50e- 17 37-51' 


2241 


PR00765 


Carboxypeptidase A metalloprotease 
(M14) family signature II 


PR00765B 14.48 1.39e-15 33-47 
IPB000834C 17.20 2.80e-15 106-122 
IPB000834D 18.95 4.72e-12 133-159 
PR00765C 10.88 1.82e-10 1 13-121 


2242 


IPB002871 


NifU-like N terminal domain 


IPB002871C 16.51 1.60e-33 81-113 
IPB002871D 14.11 6.87e-21 131-153 
IPB002871A 14.39 2.17e-17 35-50 
IPB002871B 12.43 6.79e-14 62-74 


2244 


IPB000822 


"Zinc Finger, C2H2 type" 


IPB000822 14.67 8.29e-ll 97-122 


2244 


PR00048 


C2H2-type zinc finger signature II 


PR00048B 5.52 9.50e-09 110-119 


2245 


IPB003527 


MAP kinase 


IPB003527D 21.53 5.58e-23 214-255 
IPB003527G 17.26 8.24e-22 314-351 
IPB003527C 14.70 3.05e-19 153-201 


2245 


IPB001245 


Tyrosine kinase catalytic domain 


IPB001245A 22.45 5.50e-17 161-201 


2245 


IPB000959 


POLO box duplicated region 


IPB000959B 15.68 7.19e-17 145-185 
IPB001245B 21.68 1.39e-15 221-259 


2245 


IPB001772 


Kinase associated domain 1 


IPB001772C 20.66 3,92e-14 156-186 


2245 


IPB000095 


PAK-box /P21-Rho-binding 


IPB000095C 13.36 7.91e-13 75-111 
IPB003527A 17.00 6.14e-12 55-80 


2245 


IPB000861 


PKN/rhophilin/rhotekin rho-binding 
repeat 


IPB000861G 13.73 7.44e-12 223-272 


2245 


IPB000961 


Protein kinase C-terminal domain 


IPB000961D 21.23 5.91e-ll 217-258 
IPB003527B 11.51 9.15e-ll 127-145 


2245 


PR00109 


Tyrosine kinase catalytic domain 
signature II 


PR00109B 11.07 9.10e-10 168-186 
IPB000961C 15.48 8.83e-09 168-202 


2248 


IPB001073 


Complement Clq protein 


IPB001073B 20.88 7.26e-29 42-76 


2248 


PR00007 


Complement C1Q domain signature I 


PR00007A 20.64 6.54e-20 35-61 
PR00007C 16.13 2.62e-15 110-131 
IPB001073C 13.07 1.87e-14 110-129 
PR00007B 15.63 3.13e-14 62-81 


2250 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 4.24e-10 325-362 


2251 


IPB001895 


Guanine-nucleotide dissociation 
stimulators CDC25 family 


IPB001895C 20.83 7.84e-30 1097-1132 
IPB001895D 18.68 1.00e-20 1194-1217 


2251 


IPB001331 


Guanine-nucleotide dissociation 
stimulators CDC24 family 


IPB001331C 16.09 1.00e-18 397-422 
IPB001895B 16.80 3.10e-15 1025-1045 
IPB001331B 19.33 7.00e-09 346-361 


2253 


IPB000135 


High mobility group proteins HMG1 

dnQ rllVlvjrZ 


IPB000135D 2.13 3.91e-09 202-226 


2253 


PR00169 


Potassium channel signature I 


PR00169A 17.48 5.50e-09 68-87 


2253 


IPB002360 


Involucrin 


IPB002360C 15.36 9.10e-09 198-239 


2253 


PRO 1083 


Lymphocyte-specific protein 
signature I 


PRO 1083 A 8.60 9.61e-09 214-237 


2258 


1PB000433 


ZZ Zinc finger 


IPB000433 14.10 8.20e-18 23-39 


2258 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 7.86e-10 82-107 


2261 


IPB000135 


High mobility group proteins HMG1 
and HMG2 


IPB000135D 2.13 5.91e-ll 889-913 
IPB000135D2.13 7.44e-ll 897-921 
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IPB000135D 2.13 7.85e-ll 899-923 
IPB000135D 2.13 3.05e-10 895-919 
IPB000135D 2. 13 5. 1 le-10 893-917 
IPB000135D 2.13 S.14e-10 900-924 
IPB000135D 2.13 2.27e-09 888-912 
IPB000135D 2.13 2.27e-09 894-918 
IPB000135D 2.13 2.36e-09 892-916 


2261 


PR00806 


Vinculin signature IV 


PR00S06D 11.95 3.78e-09 577-592 
IPB000135D 2.13 3.91e-09 886-910 
IPB000135D 2.13 4.45e-09 901-925 
IPB000135D 2.13 6.36e-09 896-920 
IPB000135D 2.13 7.00e-09 891-915 
IPB000135D 2.13 7.18e-09 898-922 
IPB000135D 2.13 9.27e-09 932-956 


2262 


IPB000135 


High mobility group proteins HMG1 
and HMG2 


IPB000135D 2.13 6.43e-17 577-601 
IPB000135D 2.13 9.71e-17 576-600 
IPB000135D 2.13 4.90e-16 580-604 
IPB000135D 2.13 8.66e-16 578-602 
IPB000135D2.13 1.13e-15 581-605 
IPB000135D 2.13 7.30e-15 579-603 
IPB000135D 2.13 7.45e-14 582-606 
IPB000135D 2.13 3.08e-13 575-599 
IPB000135D 2.13 8.50e-13 584-608 
IPB000135D 2.13 8.62e-13 583-607 
IPB000135D 2.13 9.08e-13 571-595 
IPB000135D 2.13 9.88e-13 586-610 
IPB000135D 2.13 1.65e- 12 574-598 
IPB000135D 2.13 4.36e-12 572-596 
IPB000135D 2.13 8.70e-12 585-609 
IPB000135D2.13 8.36e-ll 587-611 
IPB000135D 2.13 8.67e-ll 573-597 
IPB000135D 2.13 4.42e-10 567-591 
IPB000135D 2.13 3.27e~09 570-594 


2262 


IPB000637 


HMG-I and HMG-Y DNA-binding 
domain (A+T-hook) 


IPB000637B 14.21 4.27e-09 576-594 
IPB000135D 2.13 4.45e-09 569-593 
IPB000637B 14.21 5.09e-09 585-603 


2262 


IPB003403 


Herpesvirus immediate early protein 


IPB003403E 17.25 5.45e-09 577-604 
IPB000135D 2.13 7.18e-09 568-592 


2262 


IPB001422 


Neuromodulin (GAP-43) 


IPB001422C 16.82 8.54e-09 575-610 


ZZoZ 


1PB001580 


Calreticulin family 


IPB001580F 2.93 9.10e-09 590-599 


2265 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 8.71e-12 148-185 
IPB003006B 20.23 9.14e-12 441-478 
IPB003006B 20.23 1.00e-ll 248-285 


ZZOJ 


FRO 1536 


Interleukm-1 receptor type I and type 
II family signature III 


PR01536C 19.92 9.23e-ll 547-570 
IPB003006B 20.23 6.40e-10 54-91 
IPB003006B 20.23 9.64e-10 540-577 
IPB003006B 20.23 8.62e-09 346-383 
PR01536C 19.92 9.19e-09 155-178 


2266 


IPB000967 


Zinc finger NF-X1 type 


IPB000967D 10.42 6.89e-09 716-751 


2269 


IPB002048 


j-tL -ileum, idiiiuy 


1PB002048 7.91 2.29e-ll 178-190 


2269 


PR00450 


Recoverin family signature III 


PR00450C 11.99 1.58e-09 64-85 
IPB002048 7.91 8.58e-09 105-117 


2270 


IPB003846 


Uncharacterized protein family 
UPF0061 


IPB003846E 18.41 1.00e-40 132-170 
IPB003846E 18.41 1.00e-40 51 1-549 
IPB003846F 24.67 9.36e-31 171-206 
IPB003846F 24.67 9.36e-31 550-585 
IPB003846C 15.01 4.05e-28 8-51 
IPB003846G 13.31 5.09e-09 264-274 
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IPB003846G 13.31 5.09e-09 643-653 


2271 


IPB003846 


Uncharacterized protein family 
UPF0061 


IPB003846E 18.41 l.OOe-40 132-170 
IPB003846E 18.41 l.OOe-40 511-549 
IPB003846F 24.67 9.36e-31 171-206 
IPB003846F 24.67 9.36e-31 550-585 
IPB003846C 15.01 4.05e-28 8-51 
IPB003846G 13.31 5.09e-09 264-274 
IPB003846G 13.31 5.09e-09 643-653 


2272 


PR00237 


Rhodopsin-like GPCR superfamily 
signature VI 


PR00237F 14.34 1.67e-13 51-75 
PR00237G 19.23 4.00e-13 89-115 


2272 


IPB000276 


Rhodopsin-like GPCR superfamily 


IPB000276B 4.97 6.62e-13 1-12 
IPB000276D 9.40 4.52e-10 99-115 


2273 


PR00019 


Leucine-rich repeat signature I 


PR00019A 11.72 2.80e-13 89-102 
PR00019B 11.42 6.33e-10 86-99 


2274 


IPB000873 


AMP-dependent synthetase and 
ligase 


IPB000873A 11.08 6.06e-14 26-41 


2275 


IPB000595 


Cyclic nucleotide-binding domain 


IPB000595B 15.72 6.40e-ll 136-159 


2276 


IPB000595 


Cyclic nucleotide-binding domain 


IPB000595B 15.72 6.40e-ll 136-159 


2281 


IPB003452 


Stem cell factor 


IPB003452C 13.68 8.56e-37 207-240 


2281 


IPB000808 


Mrp family 


IPB000808A 23.51 l.lle-12 16-60 


2281 


IPB003348 


Anion-transporting ATPase 


IPB003348A 20.06 6.60e-ll 21-58 


2282 


PR00205 


Cadherin signature VI 


PR00205F 19.57 3.37e-17 55-81 
PR00205B 20.09 6.67e-16 113-142 
PR00205F 19.57 6.70e-13 166-192 
PR00205E 10.82 2.17e~10 111-124 


2282 


IPB002126 


Cadherin domain 


IPB002126A 14.68 6.09e-10 170-186 
PR00205A 17.38 3.12e-09 159-178 


2283 


PR00205 


Cadherin signature VI 


PR00205F 19.57 3.37e-17 55-81 
PR00205B 20.09 6.67e-16 113-142 
PR00205F 19.57 6.70e-13 166-192 
PR00205E 10.82 2.17e-10 111-124 


2283 


IPB002126 


Cadherin domain 


IPB002126A 14.68 6.09e-10 170-186 
PR00205A 17.38 3.12e-09 159-178 


2286 


IPB002027 


Amino acid permease 


IPB002027D 22.00 4.13e-25 248-287 
IPB002027C 19.67 2.74e-22 167-205 
IPB002027B 12.67 7.97e-12 103-122 


2287 


IPB000559 


Formate-tetrahydrofolate ligase 


IPB000559C 13.05 l.OOe-40 395-444 
IPB000559F 12.78 l.OOe-40 595-645 
IPB000559G 15.54 l.OOe-40 649-697 
IPB000559D 22.27 4.33e-37 496-536 
IPB000559E 17.08 7.39e-36 537-578 
IPB000559K 15.77 8.96e-35 875-910 
IPB000559B 12.60 2.88e-32 355-383 
IPB000559J 17.25 5.94e-32 842-874 
IPB000559H 20.31 2.72e-26 712-752 
IPB000559A 24.17 6.11e-25 310-354 
IPB000559I 15.05 6.35e-18 798-822 


2287 


PR00085 


Tetrahydrofolate 
dehydrogenase/cyclohydrolase 
family signature III 


PR00085C 13.81 5.70e-14 112-133 
PR00085B 16.65 1.23e-09 79-106 


2287 


IPB000672 


Tetrahydrofol ate 
dehydrogenase/cyclohydrolase 


IPB000672C 28.03 6.83e-09 153-200 


2288 


IPB000560 


Histidine acid phosphatase 


IPB000560 17.02 7.86e-ll 391-413 


2290 


PR00390 


Phospholipase C signature I 


PR00390A 14.24 6.34e-20 2-20 


2292 


PR00245 


Olfactory receptor signature III 


PR00245C 14.65 5.26e-17 183-199 
PR00245E 8.96 2.73e-13 290-301 
PR00245B 13.73 1.39e-12 136-148 



WO 2004/080148 



PCT7US2003/030720 



453 
TABLE 3B 









PR00245D 9.34 8.33e-ll 243-252 


2292 


IPB000276 


Rhodopsin-like GPCR superfamily 


IPB000276A 11.56 1.47e-10 125-136 
PR00245A 10.98 8.80e-10 99-110 
IPB000276D 9.40 9.61e-10 289-305 


2292 


PR00896 


Vasopressin receptor signature II 


PR00896B 9.36 5.50e-09 62-73 


2292 


PR00534 


Melanocortin receptor family 
signature I 


PR00534A 12.77 5.70e-09 58-70 


2292 


PR00237 


Rhodopsin-like GPCR superfamily 
signature II 


PR00237B 12.45 7.16e-09 66-87 
PR00237E 13.03 8.20e-09 206-229 


2292 


IPB003211 


AmiS/Urel family transporter 


IPB003211A 15.05 9.43e-09 35-74 


2293 


IPB003367 


Thrombospondin type 3 repeat 


IPB003367E 16.82 l.OOe-40 35-82 
IPB003367F 16.21 l.OOe-40 93-142 
IPB003367G 17.08 l.OOe-40 143-184 
IPB003367H 15.25 l.OOe-40 185-217 
IPB003367J 18.60 l.OOe-40 247-288 
IPB003367L 21.71 l.OOe-40 313-364 
IPB003367I 12.15 3. 14e-37 218-246 
IPB003367K 16.35 9.10e-30 289-312 
IPB003367F 16.21 5.83e-21 53-102 
IPB003367C 20.73 1.54e-19 38-88 
IPB003367D 18.41 9.44e-19 53-95 
IPB003367D 18.41 5.55e-17 15-57 
IPB003367D 18.41 1.48e-14 93-135 
IPB003367F 16.21 2.74e-14 15-64 
IPB003367C 20.73 9.27e-13 78-128 
IPB003367E 16.82 2.82e-12 12-59 
IPB003367E 16.82 4.98e-12 75-122 
IPB003367C 20.73 5.96e-ll 23-73 
IPB003367C 20.73 2.38e-10 101-151 
IPB003367C 20.73 6.35e-10 61-111 
IPB003367E 16.82 8.88e-10 73-120 


2294 


IPB001978 


Troponin 


IPB001978A 18.18 8.89e-09 102-137 


2295 


IPB000109 


PTR peptide transporters (PTR2) 


IPB000109D 25.09 6.67e-32 434-481 
IPB000109B 29.23 4.18e-23 46-98 
IPB000109A 10.85 3.79e-15 23-41 
IPB000109C 8.21 7.00e-14 174-186 


2295 


PRO 1471 


Histamine H3 receptor signature II 


PR01471B 12.38 9.63e-09 3-21 


2297 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 9.18e-21 113-138 
IPB000822 14.67 9.31e~18 29-54 
IPB000822 14.67 9.31e-18 141-166 
IPB000822 14.67 5.20e-16 57-82 
IPB000822 14.67 5.20e-16 85-110 


2297 


PR00048 


C2H2~type zinc finger signature I 


PR00048A 9.94 4.46e-14 138-151 
IPB000822 14.67 1.50e-13 1-26 
PR00048A 9.94 5.76e-12 110-123 
PR00048A9.94 1.00e-ll 26-39 


2297 


IPB001275 


DM DNA binding domain 


IPB001275 19.17 4.21e-ll 17-56 
PR00048A 9.94 4.79e-l 1 54-67 
IPB001275 19.17 2.22e-10 73-112 
PR00048B 5.52 5.50e-10 126-135 
IPB001275 19.17 9.15e-10 45-84 
PR00048A 9.94 1.38e-09 82-95 


2297 


IPB001222 


TFIIS zinc ribbon domain 


IPB001222 24.63 5.69e-09 1-37 
IPB001222 24.63 9.49e-09 29-65 


2299 


IPB003137 


Protease associated (PA) domain 


IPB003137 22.40 2.50e-19 188-218 


2303 


IPB000433 


ZZ Zinc finger 


IPB000433 14.10 8.20e-18 23-39 


2303 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 7.86e-10 82-107 
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2306 


IPB001039 


"Major histocompatibility complex 
protein, Class I" 


IPB001039A 17.17 1.00e-40 22-75 
IPB001039B 27.55 1.00e-40 103-154 
IPB001039C 19.82 1.00e-40 184-237 
IPB001039D 16.49 1.00e-40 262-316 


2306 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 4.60e-29 268-305 
IPB003006A 17.51 6.14e-20 231-253 


2306 


IPB000353 


"Class II histocompatibility antigen, 
beta chain, beta-1 domain" 


IPB000353B 19.16 9.87e-14 210-259 


2306 


IPB003363 


Glycoprotein GG/GX 


IPB003363E 13.35 2.94e-ll 315-347 
IPB000353C20.il 4.68e-10 261-315 


2312 


IPB001359 


Synapsin 


IPB001359H 22.58 5.54e-09 98-148 


2312 


IPB003403 


Herpesvirus immediate early protein 


IPB003403A21.25 6.18e-09 130-152 


2313 


PRO 13 82 


Claudin-9 signature IV 


PR01382D 12.38 1.1 le-16 205-217 


2313 


IPB000729 


PMP-22/EMP/MP20 family 


IPB000729D 18.96 2.96e-16 164-191 
IPB000729C 37.83 7.91e-16 84-136 
PR01382A 12.00 1. 17e-15 41-51 


2313 


PRO 1077 


Claudin signature III 


PR01077C 13.60 1.47e- 14 67-77 
PR01382C5.67 5.14e-13 194-203 
PR01382B 7.06 1.12e-12 95-104 
PR01077B 14.12 1.00e-10 53-59 
PR01077D 11.20 4.00e-10 150-156 
PR01077A 9.72 8.16e-09 25-34 


2317 


IPB001245 


Tyrosine kinase catalytic domain 


IPB00 1245 A 22.45 7.60e-28 129-169 


2317 


IPB001772 


Kinase associated domain 1 


IPB001772C 20.66 9.25e-24 124-154 


2317 


IPB000961 


Protein kinase C-terminal domain 


IPB000961C 15,48 2.13e-22 136-170 
IPB001772D 21.67 4.55e-17 196-235 


2317 


IPB000959 


POLO box duplicated region 


IPB000959B 15.68 8.60e-17 113-153 


2317 


IPB000095 


PAK-box /P21-Rho-binding 


IPB000095E 17.62 9.03e-17 137-182 


2317 


IPB003527 


MAP kinase 


IPB003527C 14.70 1.95e-16 121-169 


2317 


IPB000861 


PKN/rhophilin/rhotekin rho-binding 
repeat 


IPB000861F 16.50 1.55e-15 130-184 


2317 


IPB000494 


"Epidermal growth-factor receptor 
(EGFR), L domain" 


IPB000494C 24.40 7.35e-14 123-169 
IPB000959D 27.01 5.95e-13 236-288 
IPB000961D 21.23 7.19e-13 185-226 
IPB001245B 21.68 8.96e-13 189-227 
IPB001772E 24.88 8.96e-12 243-282 
IPB003527A 17.00 7,85e-ll 28-53 
IPB001772A 13.64 2.29e-10 19-50 
IPB003527G 17.26 1.30e-09 255-292 


2317 


PR00109 


Tyrosine kinase catalytic domain 
signature II 


PR00109B 11.07 4.23e-09 136-154 
IPB003527D 21.53 4.60e-09 182-223 


2318 


PRO 1254 


Prostaglandin D synthase signature I 


PR01254A 12.32 3.37e-29 51-74 
PR01254D 13.80 7.97e-27 129-152 
PR01254C 10.60 4.68e-22 94-112 
PR01254F 10.08 7.58e-21 182-200 
PR01254E 14.07 1.00e-18 165-179 


2318 


PR00179 


Lipocalin signature II 


PR00179B7.67 5.26e-13 140-152 
PR00179C 17.26 3.84e-12 168-183 
PR01254B 12.05 9.04e-12 77-87 


2318 


PRO 1275 


Neutrophil gelatinase lipocalin 
signature V 


PR01275E 6.38 1.72e-10 135-153 
PR00179A 13.97 3.25e-10 57-69 


2318 


PR01215 


Alpha- 1 -microglobulin signature IV 


PR01215D 12.88 9.7Se~10 131-150 


2318 


IPB000566 


Lipocalin and cytosolic fatty-acid 
binding protein 


IPB000566B 8.91 1.47e-09 140-150 


2318 


PRO 11 74 


Retinol binding protein signature VI 


PR01174F 11.76 3.96e-09 139-155 


2318 


PRO 1273 


Invertebrate colouration protein 
signature IV 


PR01273D 11.48 4.41e-09 140-154 
PR01275B 9.02 S.57e-09 59-69 
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2320 


IPB001464 


Annexin family 


IPB001464D 25.42 1.00e-40 177-231 
IPB001464B 28.31 1.90e-36 47-99 
IPB001464C 24.68 6.40e-30 110-149 


2320 


PR00196 


Annexin family signature IV 


PR00196D 21,41 3.81e-22 115-141 
PR00196C 9.01 9.67e-22 32-53 
PR00196E 9.70 5.22e-21 195-215 


2320 


PR00201 


Annexin type V signature VII 


PR00201G 12.46 1.63e-20 195-221 


2320 


PR00199 


Annexin type III signature VI 


PR00199F 15.67 5.10e-18 115-141 
IPB001464B 28.31 3.86e-17 131-183 
PR00196C 9.01 5.70e-17 191-212 


2320 


PR00200 


Annexin type IV signature VII 


PR00200G 9.20 7.67e-17 195-221 
IPB001464D 25.42 8.71e-17 18-72 
PR00199D 4.74 9.87e-17 191-212 
PR00199G 9.85 4.45e-16 196-221 
PR00196B 11.03 9.3 le-16 5-21 


2320 


PR00197 


Annexin type I signature IV 


PR00197D 7.59 1.73e-15 32-53 
PR00199D 4.74 2.17e-15 32-53 
IPB001464A 31.17 3.83e-15 47-101 


2320 


PR00198 


Annexin type II signature IV 


PR00198D 7.41 3,89e-15 32-53 
PR00197F9.40 6.80e-15 195-215 
PR00200E 8.88 9.02e-15 32-53 


2320 


PR00202 


Annexin type VI signature VII 


PR00202G 8.03 9.04e-15 195-221 
PR00197D 7.59 1.00e-14 191-212 
IPB001464A 31.17 1.85e-14 131-185 
PR00198D 7.41 2.38e-14 191-212 
PR00198G7.70 3.44e-13 195-215 
PR00201D 8.61 3.51e-13 32-53 
PR00200F 14.58 3.53e-13 1 15-141 P 


2321 


IPB000175 


Sodium :neurotransmitter symporter 
family 


IPB000175C 15.09 1.00e-40 56-107 
IPB000175D 23.45 1.00e-40 122-174 
IPB000175F 25.63 4.50e-38 310-349 
IPB000175E 21.88 5.95e-35 215-254 


2321 


PR00176 


Sodium/chloride neurotransmitter 
symporter signature V 


PR00176E 11.14 2.00e-24 165-185 
PR00176G 13.12 3.77e-22 301-321 


2321 


PR01195 


GAT-l GAB A neurotransmitter 
transporter signature II 


PR01195B 13.58 6.60e-22 38-55 
PR01195D 9.00 3.75e-21 426-443 
PR00176F 11.11 1.36e-19 219-238 
IPB000175G 16.18 5.13e-19 371-393 
PR00176D 8.96 6.48e-18 83-100 
PR00176H 15.94 7.63e-18 341-361 
PR01195C 15.62 1.14e-13 191-200 


2323 


IPB001863 


Glypican 


IPB001863A 13.95 5.03e-15 56-71 


2323 


PR00436 


Interleukin-8 signature I 


PR00436A 15.20 7.91e-10 1-24 


2328 


IPB001599 


Alpha-2-macroglobulin family 


IPB001599L 18.66 4.15e-28 59-86 


2328 


IPB001134 


"Netrin, C-terminus" 


IPB001134C 17.82 4.13e-13 72-86 
IPB001599K8.15 1.46e-10 29-40 


2329 


IPB001599 


Alpha-2-macrogl obul in family 


IPB001599L 18.66 4.15e-28 59-86 


2329 


IPB001134 


"Netrin, C-terminus" 


IPB001134C 17.82 4.13e-13 72-86 
IPB001599K8.15 1.46e-10 29-40 


2330 


IPB001599 


Alpha- 2-macroglobulin family 


IPB001599L 18.66 4.15e-28 59-86 


2330 


IPB001134 


"Netrin, C-terminus" 


IPB001134C 17.82 4.13e-13 72-86 
IPB001599K8.15 1.46e- 10 29-40 


2331 


IPB001599 


Alpha-2-macroglobulin family 


IPB001599L 18.66 4.15e-28 59-86 


2331 


1PB001134 


"Netrin, C-terminus" 


IPB001134C 17.82 4.13e-13 72-86 
IPB001599K8.15 1.46e- 10 29-40 


2332 


IPB001599 


Alpha-2-macroglobulin family 


IPB001599L 18.66 4.15e-28 59-86 


2332 


IPB001134 


"Netrin, C-terminus" 


IPB001134C 17.82 4.13e-13 72-86 
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IPB001599K8.15 1.46e-10 29-40 


2334 


PR00010 


Type II EGF-like signature III 


PR00010C 6.98 1.37e-ll 7-17 


2334 


IPB000152 


Aspartic acid and asparagine 
hydroxylation site 


IPB000152 8.86 5.50e-10 2-17 


2334 


IPB000033 


"Low-density lipoprotein (ldl) 
receptor, YWTD repeat" 


IPB000033B 7.05 8.26e-10 7-17 


2335 


IPB000492 


Protamine 2 (PRM2) 


IPB000492B 5.26 7.16e-09 62-96 


2336 


PR00014 


Fibronectin type III repeat signature 
IV 


PR00014D 15.12 5.74e-10 215-229 


2339 


IPB002494 


"Keratin, high sulfur B2 protein" 


IPB002494C 14.46 8.36e-35 39-82 
IPB002494C 14.46 6.55e-31 83-126 
IPB002494C 14.46 9.46e-26 93-136 
IPB002494C 14.46 4.84e-25 49-92 
IPB002494C 14.46 8.59e-24 44-87 
IPB002494C 14.46 9.38e-23 73-116 
IPB002494C 14.46 2.73e-22 98-1 


2339 


IPB000359 


Cystine- knot domain 


IPB000359B 19.26 9.57e-13 43-61 
IPB000359B 19.26 9.57e-13 87-105 
IPB002494A 12.44 1.56e-12 61-94 
IPB002494B 10.58 2.50e-12 70-84 
IPB002494B 10.58 2.50e-12 114-128 
IPB002494C 14.46 5.41e-12 53-96 


2339 


IPB001271 


Mammalian defensin 


IPB001271 19.97 7,95e-12 77-105 
IPB001271 19.97 9.59e-12 38-66 
IPB002494B 10.58 1.28e-ll 45-59 
IPB002494B 10.58 1.28e-ll 89-103 
IPB002494A 12.44 4.00e-ll 75-108 


2339 


IPB000006 


"Vertebrate metallothionein, family 
1" 


IPB000006 13.41 4.10e-ll 85-130 
IPB001271 19.97 5.13e-ll 116-144 
IPB000006 13.41 6.80e-ll 59-104 
IPB000359B 19.26 7.48e-ll 122-140 
IPB000006 13.41 8.00e-ll 89-134 
IPB002494A 12.44 8.18e-ll 65-98 
IPB002494C 14.46 1.61e-10 102- 


2339 


IPB000967 


Zinc finger NF-X1 type 


IPB000967E 21.88 1.56e-09 70-110 


2339 


IPB001762 


Disintegrin 


IPB001762A 23.93 1.88e-09 58-98 
IPB001271 19.97 2.15e-09 117-145 
IPB002494A 12.44 2.55e-09 81-114 
IPB002494A 12.44 3.13e-09 60-93 
IPB002494A 12.44 3.23e-09 47-80 
IPB002494A 12.44 3.23e-09 91-124 
IPB002494A 12.44 3.23e-09 96-1 


2340 


IPB002494 


"Keratin, high sulfur B2 protein" 


IPB002494C 14.46 8.36e-35 39-82 
IPB002494C 14.46 6.55e-31 83-126 
IPB002494C 14.46 9.46e-26 93-136 
IPB002494C 14.46 4.84e-25 49-92 
IPB002494C 14.46 8.59e-24 44-87 
IPB002494C 14.46 9.38e-23 73-116 
IPB002494C 14.46 2.73e-22 98-1 


2340 


IPB000359 


Cystine-knot domain 


IPB000359B 19.26 9.57e-13 43-61 
IPB000359B 19.26 9.57e-13 87-105 
IPB002494A 12.44 1.56e-12 61-94 
IPB002494B 10.58 2.50e-12 70-84 
IPB002494B 10.58 2.50e-12 114-128 
IPB002494C 14.46 5.41e-12 53-96 


2340 


IPB001271 


Mammalian defensin 


IPB001271 19.97 7.95e-12 77-105 
IPB001271 19.97 9.59e-12 38-66 
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IPB002494B 10.58 1.28e-ll 45-59 
IPB002494B 10.58 1.28e-ll 89-103 
IPB002494A 12.44 4.00e-ll 75-108 


2340 


IPB000006 


"Vertebrate metallothionein, family 
1" 


IPB000006 13.41 4.10e-ll 85-130 
IPB001271 19.97 5.13e-ll 116-144 
IPB000006 13.41 6.80e-ll 59-104 
IPB000359B 19.26 7.48e-ll 122-140 
IPB000006 13.41 S.00e-ll 89-134 
IPB002494A 12.44 8.18e-l 1 65-98 
IPB002494C 14.46 1.61e-10 102- 


2340 


IPB000967 


Zinc finger NF-X1 type 


IPB000967E 21.88 1.56e-09 70-110 


2340 


IPB001762 


Disintegrin 


IPB001762A 23.93 1.88e-09 58-98 
IPB001271 19.97 2.15e-09 117-145 
IPB002494A 12.44 2.55e-09 81-114 
IPB002494A 12.44 3.13e-09 60-93 
IPB002494A 12.44 3.23e-09 47-80 
IPB002494A 12.44 3.23e-09 91-124 
IPB002494A 12.44 3.23e-09 96-1 


2341 


IPB002494 


"Keratin, high sulfur B2 protein" 


IPB002494C 14.46 8.36e-35 39-82 
IPB002494C 14.46 6.55e-31 83-126 
IPB002494C 14.46 9.46e-26 93-136 
IPB002494C 14.46 4.84e-25 49-92 
IPB002494C 14.46 8.59e-24 44-87 
IPB002494C 14.46 9.38e-23 73-116 
IPB002494C 14.46 2.73e-22 98-1 


2341 


IPB000359 


Cystine-knot domain 


IPB000359B 19.26 9.57e-13 43-61 
IPB000359B 19.26 9.57e-13 87-105 
IPB002494A 12.44 1.56e-12 61-94 
IPB002494B 10.58 2.50e-12 70-84 
IPB002494B 10.58 2.50e-12 114-128 
IPB002494C 14.46 5.41e-12 53-96 


2341 


IPB001271 


Mammalian defensin 


IPB001271 19.97 7.95e-12 77-105 
IPB001271 19.97 9.59e-12 38-66 
IPB002494B 10.58 1.28e-ll 45-59 
IPB002494B 10.58 1.28e-ll 89-103 
IPB002494A 12.44 4.00e-l 1 75-108 


2341 


IPB000006 


"Vertebrate metallothionein, family 
1" 


IPB000006 13.41 4.10e-ll 85-130 
IPB001271 19.97 5.13e-ll 116-144 
IPB000006 13.41 6.80e-ll 59-104 
IPB000359B 19.26 7.48e-ll 122-140 
IPB000006 13.41 8.00e-ll 89-134 
IPB002494A 12.44 8.18e-ll 65-98 
IPB002494C 14.46 1.61e-10 102- 


2341 


IPB000967 


Zinc finger NF-X1 type 


IPB000967E 21.88 1.56e-09 70-110 


2341 


IPB001762 


Disintegrin 


IPB001762A 23.93 1.88e-09 58-98 
IPB001271 19.97 2.15e-09 117-145 
IPB002494A 12.44 2.55e-09 81-114 
IPB002494A 12.44 3.13e-09 60-93 
IPB002494A 12.44 3.23e-09 47-80 
IPB002494A 12.44 3.23e-09 91-124 
IPB002494A 12.44 3.23e-09 96-1 


2342 


IPB000734 


Lipase 


IPB000734 10.25 8.12e-09 224-238 


2343 


IPB000734 


Lipase 


IPB000734 10.25 8.12e-09 224-238 


2344 


PRO 1223 


Bride of sevenless protein signature 
VI 


PR01223F 4.19 9.78e-ll 205-229 


2344 


PR00354 


7Fe ferredoxin signature III 


PR00354C 6.24 8.06e-09 260-277 


2345 


IPB001304 


C-type lectin domain 


IPB001304A 17.98 8.04e-14 90-114 



WO 2004/080148 



PCT7US2003/030720 



458 
TABLE 3B 



2345 


PR003 56 


Type II antifreeze protein signature 
VII 


PR00356G 10.21 8. 15e-09 201-214 


2346 


IPB001304 


C-type lectin domain 


IPB001304A 17.98 8.04e-14 90-114 


2346 


PR00356 


Type II antifreeze protein signature 
VII 


PR00356G 10.21 8.15e-09 201-214 


2347 


PR00245 


Olfactory receptor signature V 


PR00245E 8.96 5.15e-16 341-352 
PR00245E 8.96 5.15e-16 659-670 
PR00245B 13.73 3.77e-15 187-199 
PR00245C 14.65 2.73e-14 234-250 
PR00245C 14.65 8.27e-14 552-568 
PR00245D 9.34 2.59e-13 294-303 
PR00245D 9.34 2.59e-13 612-621 
PR00245B 13.73 1.39e-12 505-517 


2347 


IPB000276 


Rhodopsin-like GPCR superfamily 


IPB000276A 11.56 7.00e-12 176-187 
IPB000276A 11.56 7.00e-12 494-505 
PR00245A 10.98 8.77e- 12 468-479 
PR00245A 10.98 1.72e-ll 150-161 
IPB000276D 9.40 6.09e-10 340-356 


2347 


PR00237 


Rhodopsin-like GPCR superfamily 
signature II 


PR00237B 12.45 7.55e-10 435-456 
IPB000276D 9.40 7.65e-10 658-674 
PR00237A9.81 1.84e-09 402-426 


2347 


PR00534 


Melanocortin receptor family 
signature I 


PR00534A 12.77 2.83e-09 109-121 
PR00534A 12.77 2.83e-09 427-439 
PR00237C 14.77 3.86e-09 162-184 
PR00237B 12.45 6.92e-09 117-138 
PR00237A 9.81 8.31e-09 84-108 


2348 


PR00346 


Tissue factor signature VIII 


PR00346H 10.74 8.18e-09 76-99 


2350 


PR00457 


Animal haem peroxidase signature 
VII 


PR00457G 14.17 4.48e-14 144-164 
PR00457H 14.82 5.85e-13 215-229 
PR00457F 14.42 6.32e-12 17-27 


2351 


PR00457 


Animal haem peroxidase signature 
VII 


PR00457G 14.17 4.48e-14 144-164 
PR00457H 14.82 5.85e-13 215-229 
PR00457F 14.42 6.32e-12 17-27 


2354 


IPB000623 


Shikimate kinase 


IPB000623A 19.06 6.27e-09 55-84 


2360 


IPB001841 


RING finger 


IPB001841 10.69 1.95e-09 159-168 


2372 


IPB000421 


Coagulation factor 5/8 type C 
domain (FA58C) 


IPB000421B 20.70 1.36e-14 129-149 


2373 


IPB000421 


Coagulation factor 5/8 type C 
domain (FA58C) 


IPB000421B 20.70 1.36e-14 129-149 


2375 


IPB001245 


Tyrosine kinase catalytic domain 


IPB001245B 21.68 3.45e-17 60-98 


2375 


IPB003527 


MAP kinase 


IPB003527D 21.53 4.48e-15 53-94 


2375 


IPB000959 


POLO box duplicated region 


IPB000959C 23.49 4.21e-12 35-87 


2375 


IPB000861 


PKN/rhophilin/rhotekin rho-binding 
repeat 


IPB000861G 13.73 5.59e-12 62-111 


2375 


IPB000095 


PAK-box /P21 -Rho-binding 


IPB000095F 16.47 2.26e-ll 64-118 


2375 


IPB000961 


Protein kinase C-terminal domain 


IPB00096 ID 21.23 1.61e-10 56-97 


2376 


IPB001881 


Calcium-binding EGF-like domain 


IPB001881A 8.72 2.20e-09 41-50 


2376 


PR00873 


Echinoidea (sea urchin) 
metallothionein signature IV 


PR00873D 8.25 8.11e-09 41-59 


2377 


PR00402 


Tec/Btk domain signature I 


PR00402A 20.14 8.15e-15 94-113 
PR00402B 12.26 4.69e-13 113-125 
PR00402C 13.13 8.03e-12 125-138 


2379 


IPB003886 


Extracellular domain in nidogen 


IPB003886D 13.91 8.57e-15 46-65 


2379 


IPB000152 


Aspartic acid and asparagine 
hydroxylation site 


IPB000152 8.86 9.05e-14 1-16 
IPB000152 8.86 5.91e-13 46-61 


2379 


IPB001881 


Calcium-binding EGF-like domain 


IPB001881B 12.28 9.25e-13 1-12 


2379 


PR01217 


Proline rich extensin signature VII 


PR01217G 4.02 4.20e-ll 125-150 
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2379 


IPB000033 


"Low-density lipoprotein (ldl) 
receptor, YWTD repeat" 


IPB000033B 7.05 4.96e-ll 51-61 
IPB001881B 12.28 1.00e-10 46-57 


2379 


PR00010 


Type II EGF-like signature III 


PR00010C 6.98 1.66e-09 51-61 


2379 


PR00049 


Wilm's tumour protein signature IV 


PR00049D 0.00 3.29e-09 133-147 
IPB000033B 7.05 3.84e-09 6-16 


2379 


IPB000561 


EGF-like domain 


IPB000561 4.89 6.79e-09 55-63 
PR00010C 6.98 7.80e-09 6-16 


2379 


PR00910 


Luteovirus ORF6 protein signature I 


PR00910A 2.74 8.71e-09 133-145 
PR00910A 2.74 9.46e-09 131-143 


2385 


PR00245 


Olfactory receptor signature III 


PR00245C 14.65 9.53e-17 218-234 


2385 


IPB000276 


Rhodopsin-like GPCR superfamily 


IPB000276A 11.56 9.25e-14 160-171 
PR00245D 9.34 1.53e-13 278-287 
PR00245E 8.96 6.81e-12 325-336 
PR00245B 13.73 1.00e-10 171-183 
IPB000276D 9.40 3.08e-09 324-340 


2385 


PR00237 


Rhodopsin-like GPCR superfamily 
signature V 


PR00237E 13.03 3.83e-09 241-264 


2385 


PR00534 


Melanocortin receptor family 
signature I 


PR00534A 12.77 5.17e-09 93-105 
PR00237C 14.77 5.91e-09 146-168 


2385 


PR00896 


Vasopressin receptor signature II 


PR00896B 9.36 7.23e-09 97-108 
PR00237G 19.23 1.00e-08 314-340 


2386 


PR00245 


Olfactory receptor signature III 


PR00245C 14.65 9.53e-17 218-234 


2386 


IPB000276 


Rhodopsin-like GPCR superfamily 


IPB000276A 11.56 9.25e-14 160-171 
PR00245D 9.34 1.53e-13 278-287 
PR00245E 8.96 6.81e-12 325-336 
PR00245B 13.73 1.00e-10 171-183 
IPB000276D 9.40 3.08e-09 324-340 


2386 


PR00237 


Rhodopsin-like GPCR superfamily 
signature V 


PR00237E 13.03 3.83e-09 241-264 


2386 


PR00534 


Melanocortin receptor family 
signature I 


PR00534A 12.77 5.17e-09 93-105 
PR00237C 14.77 5.91e-09 146-168 


2386 


PR00896 


Vasopressin receptor signature II 


PR00896B 9.36 7.23e-09 97-108 
PR00237G 19.23 1.00e-08 314-340 


2389 


PR01360 


Interleukin-1 receptor antagonist 
precursor IL-1RA signature VI 


PR01360F 14.44 3.11e-12 145-163 
PR01360C 10.33 4.84e-ll 86-103 


2389 


IPB000975 


Interleukin-1 


IPB000975D 24.45 5.55e-09 80-119 
IPB000975E 28.12 9.80e-09 124-163 


2389 


PR00264 


Interleukin-1 precursor family 
signature I 


PR00264A 18.63 1.00e-08 83-103 


2390 


IPB001664 


Intermediate filament proteins 


IPB001664B 17.44 9.69e-22 102-141 
IPB001664C 11.32 4.38e-18 159-186 


2390 


PRO 1248 


Type I keratin signature II 


PR01248B 8.42 6.37e-15 94-117 
PR01248C 10.07 9.23e-14 148-168 
PR01248A 8.12 4.31e-ll 73-86 


2390 


PR01177 


Metabotropic gamma-aminobutyric 
acid type Bl receptor signature X 


PR01177J6.10 4.96e-10 11-29 


2393 


PR01276 


Type II keratin signature III 


PR01276C 10.16 7.32e-ll 67-80 
PR01276B 9.79 5.96e-10 20-32 


2394 


IPB001818 


Matrixin 


IPB001818C 24.38 7.43e-35 54-99 
IPB001818B 26.48 8.15e-25 9-50 
IPB001818C 24.38 1.55e-21 96-141 


2394 


PR00138 


Matrixin signature III 


PR00138C 20.07 1.78e-16 52-80 
PR00138B 14.84 5.21e-l 0 28-43 
PR00138C 20.07 9.18e-10 94-122 


2395 


IPB001818 


Matrixin 


IPB001818C 24.38 7.43e-35 54-99 
IPB001818B 26.48 8.15e-25 9-50 
IPB001818C 24.38 1.55e-21 96-141 
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2395 


PR00138 


Matrixin signature III 


PR00138C 20.07 1.78e-16 52-80 
PR00138B 14.84 5.21e-10 28-43 
PR00138C 20.07 9.18e-10 94-122 


2396 


PR00049 


Wilm's tumour protein signature IV 


PR00049D 0.00 2.07e-09 10-24 


2396 


IPB002000 


Lysosome-associated membrane 
glycoprotein (Lamp) 


IPB002000D 5.87 5.25e-09 12-25 


2405 


IPB000364 


Phosphoenolpyruvate carboxykinase 
(GTP) 


IPB000364M 26.08 1.40e-09 623-657 


2406 


IPB001304 


C-type lectin domain 


IPB001304A 17.98 6.50e-17 155-179 


2412 


1PB001559 


Phosphodiesterase family 


IPB001559F 24.25 1.49e-25 343-377 
IPB001559D 19.17 5.00e-20 207-233 
IPB001559C 16.25 5.34e-16 172-193 
IPB001559E 16.18 5.35e-16 245-263 
IPB001559A 10.81 1.23e-ll 49-60 
IPB001559B 12.98 8.50e-10 153-163 


2412 


IPB000890 


Acetate and butyrate kinase 


IPB000890E 8.17 8.66e-09 336-349 


2414 


PR00049 


Wilm's tumour protein signature IV 


PR00049D 0.00 9.24e-ll 410-424 
PR00049D 0.00 2.07e-10 412-426 
PR00049D 0.00 2.14e-10 411-425 
PR00049D 0.00 2.14e-10 414-428 


2414 


IPB000996 


Clathrin light chain 


IPB000996B 20.25 8.98e-10 342-394 
PR00049D 0.00 9.43e-10 408-422 
PR00049D 0.00 9.71e-10 409-423 


2414 


PR01217 


Proline rich extensin signature II 


PR01217B 4.82 7.09e-09 412-428 


2414 


IPB002999 


Tudor domain 


IPB002999B 7.50 7.55e-09 412-420 


2414 


PR01471 


Histamine H3 receptor signature V 


PR01471E5.41 8.92e-09 411-426 
PR00049D 0.00 8.93e-09 413-427 


2415 


PR01372 


Yersinia virulence determinant YopE 
protein signature II 


PR01372B 7.73 4.87e-09 21-38 


2420 


IPB003817 


Phosphatidylserine decarboxylase 


IPB003817D 23.34 8.71e-25 194-220 
IPB003817C 10.66 4.00e-15 172-184 
IPB003817E 13.21 2.67e-14 283-299 
IPB003817A 12.64 4.15e-13 77-91 
IPB003817B 13.04 4.00e-09 101-109 


2425 


IPB002469 


"Dipeptidyl peptidase IV, N- 
terminus" 


IPB002469J 8.97 3.52e-12 17-33 


2426 


IPB002469 


"Dipeptidyl peptidase IV, N- 
terminus" 


IPB002469J 8.97 3.52e-12 17-33 


2427 


IPB002469 


"Dipeptidyl peptidase IV, N- 
terminus" 


IPB002469J 8.97 3.52e-12 17-33 


2429 


IPB000906 


ZU5 domain 


IPB000906A 22.49 6.14e-19 145-187 
IPB000906F 35.93 3.09e-16 63-116 
IPB000906F 35.93 7.91e-16 96-149 


2429 


PR01415 


Ankyrin repeat signature I 


PR01415A 12.73 3.70e-15 252-264 
IPB000906A 22.49 1.71e-14 46-88 
IPB000906F 35.93 1.00e-12 346-399 
IPB000906A 22.49 5.66e-12 112-154 
IPB000906G 25.85 9.36e-12 53-101 
PR01415A 12.73 1.00e-ll 53-65 
PR01415A 12.73 2.61e-ll 119-13 


2430 


PR00834 


HtrA/DegQ protease family signature 
III 


PR00834C 15.48 7.35e-19 148-172 
PR00834D 11.75 7.39e-17 186-203 
PR00834B 10.17 3.25e-13 107-127 
PR00S34E 13.43 6.03e-12 208-225 


2430 


IPB000126 


"Serine proteases, V8 family" 


IPB000126B 12.50 6.81e-12 191-207 
PR00834A 8.79 1.44e-ll 86-98 
PR00834Fll.il 1.53e-09 301-313 
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IPB000126A 11.75 9.83e-09 78-93 


2432 


PR00505 


D12 class N6 adenine-specific DNA 
methyltransferase signature I 


PR00505A 15.44 3.67e-12 39-55 
PR00505B 11.79 8.88e-12 60-74 


2433 


PR00179 


Lipocalin signature II 


PR00179B 7.67 2.35e-09 15-27 
PR00179C 17.26 6.70e-09 42-57 


2433 


PR01174 


Retinol binding protein signature VI 


PR01174F 11.76 6.82e-09 14-30 


2433 


PRO 1254 


Prostaglandin D synthase signature V 


PR01254E 14.07 8.23e-09 39-53 


2434 


PRO 1042 


Aspartyl-tRNA synthetase signature 
II 


PR01042B 12.76 4.69e-l 1 260-273 
PR01042A 9.01 9.77e-10 244-256 


2434 


IPB002106 


Aminoacyl-transfer RNA synthetases 
class-II 


IPB002106A 13.35 l.OOe-OS 196-208 


2435 


IPB003952 


Fumarate reductase / succinate 
dehydrogenase FAD-binding site 


IPB003952D 19.72 4.50e-20 7-35 
IPB003952E 9.04 2.46e-16 48-65 


2436 


1PB001895 


Guanine-nucleotide dissociation 
stimulators CDC25 family 


IPB001895C 20.83 8.50e-23 52-87 


2437 


IPB000958 


KH domain 


IPB000958 6.84 5.09e-12 173-186 
IPB000958 6.84 2.29e-ll 89-102 


2440 


IPB001393 


Calsequestrin 


IPB001393A 16.72 1.00e-40 66-115 
IPB001393B 11.93 1.00e-40 169-222 
IPB001393C 16.33 1.00e-40 225-277 
IPB001393D 11.26 1.00e-40 320-372 


2440 


PR00312 


Calsequestrin signature V 


PR00312E 8.61 7.75e-36 200-229 
PR00312I 15.97 5.71e-35 363-391 
PR00312H 13.19 2.80e-34 294-321 
PR00312J 13.61 6.48e-34 394-422 
PR00312D 9.10 7.17e-33 159-188 
PR00312B 14.57 4.41e-32 93-122 
PR00312C 16.48 5.62e-32 123-152 
PR00312G 11.43 1.49e-31 261-288 
PR00312F 16.12 1.73e-31 230-259 
PR00312A 11.96 7.94e-27 66-89 


2442 


IPB000353 


"Class II histocompatibility antigen, 
beta chain, beta-1 domain" 


IPB000353B 19.16 4.94e-16 139-188 


2442 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006A 17.51 8.50e-16 160-182 


2442 


IPB001003 


"MHC Class II, alpha chain, alpha- 1 
domain" 


IPB001003B 14.72 9.90e-10 147-190 


2444 


PR00021 


Small proline-rich protein signature I 


PR00021A 3.31 1.35e-19 8-20 
PR00021B 5.91 1.00e-14 31-40 
PR00021B 5.91 1.00e-13 22-31 
PR00021D 4.82 1.39e-13 25-33 
PR00021D 4.82 1.39e-13 34-42 
PR00021D 4.82 6.87e-13 43-51 
PR00021B 5.91 1.92e-ll 40-49 
PR00021E 7.77 1.23e-10 61-70 
PR00021C 5.97 1.25e-10 25-31 
PR00021C 5.97 1.25e-10 34-40 


2444 


PR01217 


Proline rich extensin signature IV 


PR01217D 4.57 4.94e-10 30-51 
PR01217G 4.02 2.42e-09 23-48 
PR01217G 4.02 2.42e-09 30-55 
PR01217G 4.02 2.58e-09 21-46 
PR01217D 4.57 7.89e-09 21-42 
PR01217G 4.02 8.89e-09 39-64 


2444 


IPB000967 


Zinc ringer NF-X1 type 


IPB000967E 21.88 9.44e-09 12-52 


2445 


PR00205 


Cadherin signature VI 


PR00205F 19.57 5.15e-21 522-548 
PR00205B 20.09 5.50e-21 254-283 
PR00205D 12.22 1.39e-15 338-357 
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PR00205B 20.09 2.50e-15 464-493 
PR00205D 12.22 6.09e-15 233-252 
PR00205G 13.05 8.00e-15 556-573 
PR00205A 17.38 2.59e-14 85-104 


2445 


IPB002126 


Cadherin domain 


IPB002126B 12.04 4.79e-14 242-259 
PR00205B 20.09 5.63e-13 145-174 
IPB002126B 12.04 7.43e-13 452-469 
PR00205D 12.22 7.60e-13 443-462 
PR00205G 13.05 7.75e-13 341-358 
PR00205F 19.57 3.38e-12 309-335 
PR00205G 13.05 9. 10e-12 236-253 
PR00205E 10.82 3.37e-ll 252-265 
PR00205E 10.82 7.1 6e- 11 462-475 
PR00205D 12.22 7.59e-ll 553-572 
PR00205F 19.57 9.05e-ll 412-438 
IPB002126A 14.68 4.91e-10 206-222 
IPB002126A 14.68 5.30e-10 416-432 
IPB002126B 12.04 3.25e-09 133-150 
PR00205C 13.59 3.25e-09 326-338 
IPB002126B 12.04 4.50e-09 347-364 
PR00205B 20.09 9.83e-09 581-610 
PR00205G 13.05 1.00e-08 446-463 


2447 


IPB000006 


"Vertebrate metallothionein, family 
1" 


IPB000006 13.41 3.90e-12 29-74 
IPB000006 13.41 4.41e-12 36-81 
IPB000006 13.41 6.70e-ll 32-77 


2447 


PRO 1228 


Eggshell protein signature III 


PR01228C 5.69 1.22e-10 23-38 
PR01228C 5.69 1.98e-10 7-22 


2447 


IPB001271 


Mammalian defensin 


IPB001271 19.97 3.29e-10 48-76 


2447 


IPB002494 


"Keratin, high sulfur B2 protein" 


IPB002494C 14.46 3.36e-10 42-85 
IPB001271 19.97 3. 47e- 10 26-54 
IPB002494A 12.44 6.11e-10 67-100 


2447 


IPB002174 


Furin-like cysteine rich region 


IPB002174A 30.51 7.32e-10 8-39 
PR01228C5.69 8.05e-10 16-31 


2447 


IPB003571 


Snake toxin 


IPB003571B 18.08 8.07e-10 73-96 
IPB002494A 12.44 9.08e-10 22-55 


2447 


PR00858 


Crustacean metallothionein signature 
II 


PR00858B 5.93 1.48e-09 37-55 
IPB000006 13.41 3.11e-09 33-78 


2447 


IPB001169 


"Integrin beta, C-terminus" 


IPB001169K 27.45 3.19e-09 39-81 


2447 


IPB002919 


Trypsin Inhibitor-like cysteine rich 
domain 

* 


IPB002919A 15.56 3.57e-09 49-61 
IPB002174A 30.51 4.15e-09 24-55 
IPB001271 19.97 4.44e-09 55-83 
IPB002494A 12.44 4.97e-09 29-62 
PR01228C 5.69 5.03e-09 15-30 
PR01228C 5.69 5.03e-09 19-34 
IPB002174A 30.51 5.28e-09 16-47 


2447 


IPB000254 


"Cellulose-binding domain, fungal 
type" 


IPB000254 18.11 5.36e-09 25-55 
IPB000006 13.41 5.59e-09 39-84 
IPB002174A 30.51 5.72e-09 33-64 
PR01228C 5.69 5.76e-09 24-39 


2447 


IPB000867 


Insulin-like growth factor-binding 
protein 


IPB000867B 11.44 6.55e-09 2-18 
IPB002174A 30.51 6.62e-09 4-35 


2447 


IPB002867 


Cysteine-rich domain (C6HC) 


IPB002867D 24.88 7.19e-09 35-66 
IPB000006 13.41 7.24e-09 47-92 


2447 


IPB000967 


Zinc finger NF-X1 type 


IPB000967D 10.42 7.37e-09 57-92 
IPB001169K 27.45 7.81e-09 32-74 
IPB000006 13.41 8.07e-09 37-82 
IPB002494A 12.44 8.35e-09 26-59 
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IPB000006 13.41 8.44e-09 52-97 


2447 


PR01117 


CLC-6 chloride channel signature I 


PR01117A 7.79 9.47e-09 48-60 
IPB001271 19.97 9.51e-09 64-92 
IPB002174A 30.51 9.77e-09 36-67 


2447 


IPB002221 


WAP-type (Whey Acidic Protein) 
four-disulfide core domain 


IPB002221B 17.12 1.00e-08 45-66 


2448 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 4.79e-12 52-77 


2448 


PR00048 


C2H2-type zinc finger signature I 


PR00048A 9.94 3.05e-10 49-62 
IPB000822 14.67 9. 14e- 10 200-225 


2450 


PR00946 


Mercury scavenger protein signature 
I 


PR00946A 4.14 8.16e-09 6-24 


2452 


IPB002038 


Osteopontin 


IPB002038C 22.35 1.00e-40 173-214 


2452 


PR00216 


Osteopontin signature I 


PR00216A 11.45 9.71e-34 43-72 
IPB002038A 12.23 5.15e-31 42-71 
PR00216C 9.12 7.82e-21 95-120 
PR00216B 6.70 9.49e-21 79-108 
PR00216D 3.16 3.30e-18 142-156 
PR00216E 6.95 3.81e-18 174-188 
IPB002038B 15.58 4.11e-16 77-121 
PR00216D 3.16 3.69e-12 136-150 


2452 


IPB003403 


Herpesvirus immediate early protein 


IPB003403E 17.25 9.26e-09 117-144 
IPB002038B 15.58 9.58e-09 91-135 


2454 


IPB001241 


DNA topoisomerase II family 


IPB001241F 23.94 8.36e-37 475-523 


2454 


PR01158 


Topoisomerase II signature VIII 


PR01158H 13.39 5.50e-30 804-826 
IPB001241G 14.13 1.00e-29 547-573 
PR01158K 14.14 5.24e-27 1023-1049 
PR01158G 9.37 5.91e-27 757-780 


2454 


IPB002205 


"DNA gyrase/topoisomerase IV, 
subunit A" 


IPB002205B 14.49 4.79e-24 760-795 
IPB001241E 20.94 3.00e-22 371-397 
PR01158I 13.95 7.00e-22 834-854 
PR01158D 11.94 5.24e-21 565-580 


2454 


PR00418 


DNA topoisomerase II family 
signature VI 


PR00418F 13.13 3.40e-20 546-562 
IPB001241A 15.98 6.04e-20 50-71 
IPB001241B 10.04 2.71e-19 172-190 
PR00418G 12.91 8.94e- 19 564-581 
IPB001241H 17.27 1.96e-18 808-831 


2454 


PR00615 


CCAAT-binding transcription factor 
subunit A signature I 


PR00615A 17.09 2.93e-18 319-337 
PR01158J 13.56 3.45e-18 939-953 
IPB002205D 10.13 3.54e-18 867-888 
PR00615B 18.03 3.77e-18 707-725 
PR00418C 9.38 1.82e-17 176-190 
PR00418I 17.21 4.60e-17 626-642 
IPB002205A 8.13 9.54e-17 729-747 
PR00418A 13.58 7.65e-16 96-111 
PR01158C 11.35 1.00e-15 519-532 
PR01158E 8.11 2.29e-15 585-596 
PR01158F 10.39 4.71e-15 632-644 
PR00615C 17.93 8.50e-15 1148-1166 
PR00418E 14.82 1.37e- 14 473-487 
IPB001241D 14.87 1.43e-14 328-341 
PR00418B 12.37 2.57e-14 133-146 
PR00418D 14.25 2.71e-14 328-341 
PR01158A 7.61 4.60e-13 456-466 
IPB002205C 11.89 5.09e-12 812-826 
PR00418H 10.58 5.91e-12 584-596 
IPB001241C 13.37 1.31e-ll 230-242 


2454 


IPB000509 


Ribosomal protein L36E 


IPB000509B 20.29 7.85e-ll 1216-1270 
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PR01158B 8.30 1.27e-10 471-478 


2454 


IPB000135 


High mobility group proteins HMG1 
and HMG2 


Yt\'l x #X r"V xx «| x^ x*X -* x** ^ x** ,4 /"V /"\ "1 x* x*" -f /~| *f 

IPB000135D 2.13 5.64e-09 1362-1386 
IPB000135D 2.13 7.45e-09 1363-1387 
IPB000135D 2.13 8.09e-09 1364-1388 


2454 


PRO 1469 


Bacterial carbamate kinase signature 
V 


1"41X A1 A X'/VT"' 1 /"V X"/"\ O vl 1 _ /AO 1 O 1 /I /" 

PR01469E 10.60 8 .43 e- 09 128-146 
IPB000135U 2.13 o./3e-Uy 1360-1354 


2457 


IPB001073 


Complement Clq protein 


IPB001073A 22.14 6.55e-13 67-101 


2466 


IPB000959 


POLO box duplicated region 


IPB000959D 27.01 9.61e-10 204-256 


2473 


PRO 1475 


Parkin signature IX 


PR01475I 10.01 S.01e-09 96-118 


2476 


IPB003743 


DUF164 


IPB003743B 20.16 4.64e-09 88-126 


2481 


IPB000215 


Serpins 


IPB000215C 13.90 5.00e-09 435-449 


2482 


PR01377 


Claudin-1 signature IV 


PR01377D 6.30 1.00e-19 229-243 
PR01377A 7.94 1.00e-16 141-152 


2482 


IPB000729 


PMP-22/EMP/MP20 family 


IPB000729D 18.96 5.50e-15 197-224 


2482 


PRO 1077 


Claudin signature III 


PR01077C 13.60 2.53e-12 99-109 
PR01377B 13.79 1.12e-ll 176-183 
PR01377C 14.12 2.44e-ll 188-195 
PR01077B 14.12 1.00e-10 85-91 
IPB000729C 37.83 5.31e-10 116-168 
PR01077A 9.72 4.49e-09 57-66 


2482 


PR01385 


Claudin-1 4 signature I 


PRO 13 85 A 5.13 5.70e~09 46-62 


2483 


IPB001919 


"Cellulose-binding domain, bacterial 
type" 


IPB001919B 14.22 2.97e-09 188-212 


2487 


PR01305 


Invasion protein B family signature 
IV 


PR01305D 7.82 6.19e-09 266-279 


2488 


IPB002652 


Importin beta binding domain 


IPB002652H 25.98 1.00e-40 568-614 
IPB002652I 18.58 1.36e-35 647-683 


2488 


IPB000225 


Armadillo repeat 


IPB000225E 20.58 8.20e-22 646-668 
IPB002652C 21.73 5.88e-14 519-571 

T-»% ■ *X j**X /**v /~v X^ X^ X* Xr**^ -i XX XX XX ^ XX X^ ff X^ XX ^ /■» 

IPB000225D 18.99 5.02e-13 535-558 
IPB002652F 18.67 9.25e-ll 543-575 
IPB002652G 22.45 1.36e-09 535-580 


2488 


IPB003191 


Guanylate-binding protein 


IPB003191M 10.38 7.64e-09 69-99 


2490 


IPB001762 


Disintegrin 


TTX'f X ^X XX X j>* XX A x^ x* >~\ >^ J ^X *^ H /"V r\ 

IPB001762A 23.93 4.33e-23 19-59 


2490 


PR00289 


Disintegrin signature I 


PR00289A 14.29 1.16e-14 35-54 
IPB001762B 10.06 3.40e-12 66-76 


2490 


IPB001774 


Delta serrate ligand 


IPB001774C 18.25 5.31e-10 238-280 
PR00289B 11.74 3.80e-09 64-76 


2490 


IPB003306 


WIF domain 


IPB003306E 25.51 7.40e-09 215-260 


2491 


~W "IT" « 1 H w XX XX 4 XX XX 

IPB001359 


Synapsm 


IPB001359H 22.58 6.07e-09 96-146 


2495 


IPB001359 


Synapsin 


IPB001359H 22.58 6.33e-09 35-85 

TnnAA i ^> /- x»T T<X^ C O AO /I 1 A1 

IPB001359H 22.58 7.73e-09 41-91 


2496 


IPB001359 


Synapsin 


IPB001359H 22.58 6.33e-09 35-85 
IPB001359H 22. 5o 7.73e-09 41-91 


2497 


IPB001359 


Synapsin 


IPB001359H 22.58 6.33e-09 35-85 

TTiF* AA'I'tZ'ATT <X»X f O n _ AO A 1 Ol 

IPB001359H 22.58 7.73e-09 41-91 


2498 


IPB000492 


Protamine 2 (PRM2) 


IPB000492B 5.26 7.95e-09 230-264 


2502 


PR01415 


Ankyrin repeat signature I 


PR01415A 12.73 1.25e-09 187-199 


2502 


IPB003006 


T 111* J *_ 

Immunoglobulin and major 
histocompatibility complex domain 


TTYDAAOAA^D OA T3 O O 1 a. f\CS QQ 1 O/C 

iPBUUiUUoD zu.zo y.oie-uy oy-izo 


2504 


IPB000492 


Protamine 2 (PRM2) 


IPB000492B 5.26 1.68e-09 219-253 


2504 


PR00580 


Prostanoid EP1 receptor signature V 


PR00580E 8.05 7.1 le-09 226-247 


2505 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 6.54e-09 195-232 


2506 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 6.54e-09 195-232 


2507 


PR00456 


Ribosomal protein P2 signature V 


PR00456E 3.08 9.42e-10 637-651 
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2508 


PR01481 


Neurotensin type 2 receptor signature 
III 


PR01481C 15.05 1.00e-17 176-189 


2508 


PR01479 


Neurotensin receptor signature II 


PR01479B 12.40 2.43e-17 89-101 
PR01481A 7.58 3.54e-16 1-13 
PR01479C7.31 1.00e-15 102-115 
PR01481B 6.68 1.45e-15 14-26 
PR014S1D 4.62 2.19e-15 190-201 
PR01479E 8.74 3.70e-15 240-250 
PR01479D 13.10 6.57e-14 229-239 
PR01479A 8.89 1.00e-13 29-39 


2508 

• 


PR00237 


Rhodopsin-like GPCR superfamily 
signature VII 


PR00237G 19.23 4.44e-12 249-275 


2508 


PR00665 


Oxytocin receptor signature IV 


PR00665D 10.30 1.32e-ll 134-150 
PR01479F 8.03 5.19e-ll 277-287 
PR00237C 14.77 4.32e-10 1 15-137 
PR00237A 9.81 7.33e-10 34-58 
PR00237D 9.76 7.43e-10 151-172 


2508 


PR01417 


Growth hormone secretagogue 
receptor type 1 signature IV 


PR01417D 12.33 8.13e-10 111-127 
PR00237F 14.34 6.05e-09 204-228 


2509 


IPB001101 


Plectin repeat 


IPB001101A 10.14 5.40e-14 1-37 


2510 


IPB001101 


Plectin repeat 


IPB001101A 10.14 5.40e-14 1-37 


2517 


IPB001552 


Acyl-CoA dehydrogenase 


IPB001552E 22.77 2.46e-19 523-563 
IPB001552D 24.88 5.35e-19 432-474 
IPB001552C 25.04 7.75e-15 378-418 
IPB001552B 18.05 3.43e-12 124-146 
IPB001552A 11.25 6.90e-10 97-108 


2518 


IPB001552 


Acyl-CoA dehydrogenase 


IPB001552E 22.77 2.46e-19 523-563 
IPB001552D 24.88 5.35e-19 432-474 
IPB001552C 25.04 7.75e-15 378-418 
IPB001552B 18.05 3.43e-12 124-146 
IPB001552A 11.25 6.90e-10 97-108 


2519 


IPB002524 


Cation efflux family 


IPB002524B 23.89 5.20e-17 50-89 


2519 


IPB003452 


Stem cell factor 


IPB003452B 19.11 6.63e-09 109-157 
IPB002524A 20.13 7.39e-09 8-48 


2520 


PR00215 


Neuromodulin signature III 


PR00215C 13.82 7.58e-10 478-498 


2520 


PR00194 


Tropomyosin signature IV 


PR00194D 9.54 7.19e-09 357-380 


2520 


IPB001422 


Neuromodulin (GAP-43) 


IPB001422A 13.23 7.43e-09 453-497 


2521 


PRO 1178 


Metabotropic gamma-aminobutyric 
acid type B2 receptor signature XI 


PR01178K 13.44 8.65e-09 179-203 


2523 


IPB002889 


WSC domain 


IPB002889B 11.76 4.56e-10 34-80 
IPB002889B 11.76 7.84e-09 19-65 
IPB002889B 11.76 7.84e-09 27-73 
IPB002889B 11.76 1.00e-08 23-69 


2529 


PR00019 


Leucine-rich repeat signature II 


PR00019B 11.42 1.33e-10 225-238 
PR00019A 11.72 8.33e-10 228-241 
PR00019A 11.72 4.00e-09 202-215 
PR00019B 11.42 7.S2e-09 199-212 


2530 


IPB003006 


Immunoglobulin and major 

I'm i '1 • 1 ■ j 1 ^ _ J _ - - - - - 

histocompatibility complex domain 


IPB003006B 20.23 4.60e-10 297-334 


2530 


IPB001000 


Glycoside hydrolase family 10 


IPB001000H 10.38 7.80e-09 13-26 


2531 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 4.60e-10 297-334 


2531 


IPB001000 


Glycoside hydrolase family 10 


IPB001000H 10.38 7.80e-09 13-26 


2532 


IPB003884 


Factor I membrane attack complex 


IPB003884A 12.20 7.06e-09 56-67 


2536 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 7.50e-13 309-334 


2536 


PR00048 


C2H2-type zinc finger signature I 


PR00048A 9.94 4.18e-12 306-319 
IPB000822 14.67 5.74e-12 281-306 
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2536 


PR00258 


Speract receptor signature I 


PR00258A 13.56 2.98e-10 87-103 


2536 


IPB002867 


Cysteine-rich domain (C6HC) 


IPB002867C 19.46 9.25e-10 306-323 


2540 


IPB001522 


"Fatty acid desaturase, type 1" 


IPB001522F 22.32 1.00e-40 104-158 
IPB001522E 20.55 5.85e-36 26-79 


2540 


PR00075 


Fatty acid desaturase family 1 
signature VII 


PR00075G 10.50 6.62e-20 131-145 
PR00075E 1 1.60 6.46e- 18 55-73 
PR00075F 14.62 8.81e-16 88-109 


2541 


IPB000432 


"DNA mismatch repair protein MutS 
family, C-terminal domain" 


IPB000432D 18.83 8.92e-39 369-417 
IPB000432C 12.07 1.00e-37 329-360 
IPB000432F 16.97 3.86e-27 476-507 
IPB000432E 8.78 9.00e-13 441-451 


2541 


IPB002156 


RNase H 


IPB002156B 11.33 2.20e-ll 100-110 


2542 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 8.20e-10 33-70 


2543 


IPB000998 


MAM domain 


IPB000998C 18.63 1.95e-12 17-32 


2543 


PR00020 


MAM domain signature III 


PR00020C 12.01 8.12e-10 16-27 
IPB000998D 18.66 9.61&-10 82-105 


2544 


IPB002350 


Kazal-type serine protease inhibitor 
family 


IPB002350 31.78 3.92e-13 46-86 


2544 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 1.78e-ll 150-187 


2545 


PR00449 


Transforming protein P21 ras 
signature I 


PR00449A 12.48 8.16e-10 86-107 


2545 


PR00326 


GTP1/OBG GTP-binding protein 
family signature I 


PR00326A 8.70 9.13e-10 88-108 


2545 


IPB000619 


Guanylate kinase 


IPB000619A 18.08 4.21e-09 88-105 


2545 


PR00364 


Disease resistance protein signature I 


PR00364A 8.29 7.14e-09 87-102 


2545 


PR00094 


Adenylate kinase signature I 


PR00094A 9.62 9.57e-09 89-102 


2545 


PR00918 


Calicivirus non-structural polyprotein 
family signature I 


PR00918A 13.81 9.69e-09 82-102 


2545 


IPB000795 


GTP-binding elongation factor 


IPB000795A 10.67 9.77e-09 87-102 


2547 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 3.08e-09 4-41 


2548 


PR00698 


C.elegans Srg family integral 
membrane protein signature V 


PR00698E 14.65 2.76e-09 95-120 


2551 


IPB001737 


Ribosomal RNA adenine 
dimethyl ase 


IPB001737A27.il 8.54e-10 135-180 


2553 


IPB000906 


ZU5 domain 


IPB000906A 22.49 3.16e-09 38-80 


2554 


IPB001245 


Tyrosine kinase catalytic domain 


IPB001245B 21.68 6.54e-13 281-319 


2554 


IPB000095 


PAK-box /P21-Rho-binding 


IPB000095F 16.47 3.97e-ll 285-339 


2554 


IPB000961 


Protein kinase C-terminal domain 


IPB000961D 21.23 2.22e-10 277-318 
IPB001245A 22.45 3.1Se-10 228-268 


2555 


IPB001245 


Tyrosine kinase catalytic domain 


IPB001245B 21.68 6.54e-13 281-319 


2555 


IPB000095 


PAK-box /P21-Rho-binding 


IPB000095F 16.47 3.97e-ll 285-339 


2555 


IPB000961 


Protein kinase C-terminal domain 


IPB000961D 21.23 2.22e-10 277-318 
IPB001245A 22.45 3.18e-10 228-268 


2557 


PR01041 


Methionyl-tRNA synthetase 
signature V 


PR01041E 16.72 2.69e-17 60-75 
PR01041D 11.02 7.43e-13 30-41 


2557 


IPB001412 


Aminoacyl-transfer RNA synthetases 
class-I 


IPB001412B 6.33 8.71e-12 98-108 


2558 


IPB000353 


"Class II histocompatibility antigen, 
beta chain, beta-1 domain" 


IPB000353A 18.51 7.30e-27 41-90 


2563 


IPB001599 


Alpha- 2-macroglobulin family 


IPB001599L 18.66 4.15e-28 59-86 


2563 


IPB001134 


"Netrin, C-terminus" 


IPB001134C 17.82 4.13e-13 72-86 
IPB001599K8.15 1.46e- 10 29-40 
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SEQ 
ID 


Model 


Description 


E- 
value 


Score 


Repeats 


Position 


686 


hormone 


Somatotropin hormone 
family 


3.1e-27 


1 AO A 

103.9 




O 1 CO 


688 


hormone 


Somatotropin hormone 
family 


4.ze-3 / 


136.7 




O 1 

y-l /O 


/on 

689 


• 

serpin 


.Serpin (serine protease 
mm d it or ) 


1 Cm 1 A 

1 .5C- /4 


Z0U.0 




D I OS? / 


690 


efhand 


EF hand 


2.7e-08 


41.0 




34-62:70-98 


691 


Lipase 3 


Lipase (class 3) 


z.3e-ZU 


Q 1 1 
O 1. 1 




jOD-JuJ 


692 


PH 


PH domain 


0.028 


21.0 


1 


36-127 


694 


GDA1_CD39 


GDA1/CD39 (nucleoside 
phosphatase) family 


/I 0 ^ c 1 

4.2e-5 1 


183.2 


1 

— 




695 


7tm__l 


*7 j _„ 1 j. 

7 transmembrane receptor 
(rhodopsin family) 


0 0 0 1 
3.3e-zl 


00 0 




ZZ-ZV4 


696 


lectin c 


Lectin C-type domain 


5.1e-06 


33.3 


1 


181-286 


698 


GDA1_CD39 


GDA1/CD39 (nucleoside 
phosphatase) lamiiy 


3.8e-4z 


1 CO c 

1 D3.D 




4U-4UZ 


700 


myb_DNA- 
Dinamg 


Myb-like DNA-binding 
domain 


9.3e-09 


42.5 


1 


231-278 


700 


ZZ 


Zinc finger, ZZ type 


0.021 


17.8 


1 


168-211 


702 


Zt-AJN 1 


AJN l-iuce Amc imger 




19 n 




1U-JZ. 1Uj-1 jo 


703 


CRAL TRIO 


CRAL/TRIO domain 


2.5e-41 


150.7 


1 


85-280 


703 


CRAL_TKiO_ 

XT 


ORAL/ 1 RIO, N -terminus 


< Or. 1 A 

o.ye-iu 


40.0 




1 *71 
3- / 1 


704 


Rhomboid 


Rhomboid family 


0.019 


-10.9 




152-307 


705 


GKAP 


Guanylate-kinase-associated 
protein (GKAP) p 


7e-292 


983.1 




621-979 


706 


LBP BPI CE 
TP C 


LBP / BPI / CETP family, 
C-terminal do 


4.6e-06 


33.6 




218-456 


707 


Glyco_transf_8 


Glycosyl transferase family 
8 


0.0021 


-38.4 




103-368 


708 


LIM 


LIM domain 


7.8e-14 


59.4 




12-68 


710 


Collagen 


Collagen triple helix repeat 
(20 copies) 


8e-169 


574.2 


20 


56-114:115-174:187- 

245:291-349:360- 

418:423-483:492- 

* 

550:598-656:684- 

743:750-808:809- 

868:869-928:929- 

988:1032-1090:1096- 

1154:1155- 

1214:1217- 

1277:1278- 

1337:1341- 

1400:1417-1476 


710 


C4 


C-terminal tandem repeated 
domain in type 4 


1.5e- 
148 


506.9 


2 


1489-1596:1597- 
1711 


711 


ldl_recept_a 


Low-density lipoprotein 
receptor domain 


0 


1307.3 


32 


67-108:112-152:880- 

920:921-961:962- 

1001:1002- 

1041:1042- 

1081:1088- 

1127:1130- 

1170:1171- 

1212:2545- 

2586:2587- 

2625:2626- 

2664:2676- 
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ID 
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Description 


E- 
value 


Score 


Repeats 


Position 














2713:2717- 
2755:2756- 
2795:2796- 
2838:2840- 
2879:2880- 
2923:2926- 
2964:3352- 
3391:3392- 
3430:3431- 
3470:3471- 
3510:3511- 
3549:3550- 
3588:3589- 
3626:3629- 
3667:3668- 
3706:3709- 
3749:3750- 
3790:3797-3835 


711 


ldl_recept_b 


Low-density lipoprotein 
receptor repeat 


2.4e- 
239 


808.6 


34 


332-373:375- 

417:419-461:605- 

646:648-692:694- 

742:744-791:1337- 

1382:1384- 

1425:1427- 

1472:1474- 

1517:1518- 

1558:1655- 

1696:1698- 

1740:1742- 

1780:1782- 

1825:1959- 

2000:2002- 

2043:2045- 

2087:2089- 

2131:2276- 

2315:2318- 

2365:2367- 

2410:2412- 

2453:2454- 

3134:3136- 
3177:3179- 
3221:3223- 
3260:3262- 
3303:3970- 
4016:4018- 
4074:4076- 
4118:4120-4163 


711 


EGF 


EGF-like domain 


L8e-28 


108.0 


36 


69- 1C 

230:5 
870:1 
1079 
1125 
1210 
1249 
1289 


)6:157-190:196- 
12-553:835- 
004-1039:1043- 
1090- 
.1173- 
:1213- 
:1255- 
:1568- 



WO 2004/080148 



PCT/US2003/030720 



469 
TABLE 4A 



SEQ 
ID 


Model 


Description 


E- 
value 


Score 


Repeats 


Position 














1606:1875- 
1911:2184- 
2219:2505- 
2540:2589- 
2623:2635- 
2662:2719- 
2753:2928- 
2962:2967- 
3003:3009- 
3041:3314- 
3350:3513- 
3547:3552- 
3586:3590- 
3624:3669- 
3704:3752- 

T700 O O A ""1 

3788:3842- 
3879:3885- 

"jCii h. /ion 

4244:4254- 
4285:4290- 
4321:4326- 
4357:4362- 
4393:4398- 
4428:4431-4463 


712 


ldl_recept_a 


Low- density lipoprotein 
receptor domain 


4.7e-21 


83.4 


2 


67-108:112-152 


714 


cadherin 


Cadherin domain 


0 


1168.1 


16 


47-12 

344:2 

573 > — 

784:1 

987:1 

1201 

1306 

1411 

1520 

1622 


'6:140-241:255- 

,63-466:480- 

188-680:694- 

'98-884:898- 

001-1091:1105- 

1215- 
1320- 
1425- 
1526- 
1634-1728 


715 


cadherin 


Cadherin domain 


0 


1177.0 


16 


47-126:140-241:255- 

344:363-466:480- 

573:588-680:694- 

784:798-884:898- 

987:1001-1091:1105- 

1201:1215- 

1306:1320- 

1411:1425- 

1520:1526- 

1622:1634-1729 


716 


DPPIV_N_ter 

rn 
111 


Dipeptidyl peptidase IV 


1.2e-07 


-81.3 


1 


132-652 


716 


Peptidases 


Prolyl oligopeptidase family 


L7e-06 


35.0 


1 


656-736 


717 


zf-C2H2 


Zinc finger, C2H2 type 


3.6e-71 


249.9 


10 


32-54:60-82:154- 
176:182-204:210- 
232:238-260:266- 
288:294-316:322- 
344:350-372 


720 


ig 


Immunoglobulin domain 


2.8e- 
178 


605.6 


15 


68-128:163-223:259- 
317:352-410:445- 
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TABLE 4A 
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ID 


Model 


Description 


E- 
value 


Score 


Repeats 


Jrosition 














503:538-596:629- 

687:720-780:813- 

871:904-962:995- 

1052:1085- 

1143:1176- 

1232:1266- 

1323:1356-1413 


720 


tsp_l 


Thrombospondin type 1 
domain * 


5e-87 


302.5 


6 


1435- 
1542 
1599 
1656 
1713 


-1485:1492- 
•1549- 
1606- 
1663- 
1720-1770 


1 Z\) 




JbLir-iiice Qomain 


1 'JO 

i .oe-oz 


1Z I .D 


Q 
O 


2013-2047:2053- 

2092-2098- 

2130:2136- 

2172:2178- 

2215:2221- 

2256:2338- 

2372:2378-2418 


721 


SPRY 


SPRY domain 


2.7e-29 


110.7 


1 


289-418 


721 


SAP 


SAP domain 


6.9e-09 


43.0 


1 


3-37 


111 




A"Rf~* \va t~\ cnnr^pr 

^TvJ-J 11 dllo Lf KJL Id 


1 e-1 05 


^64 6 


9 


510-692:1322-1506 


11A 




A r*\/l -f^n A HplivHrntxpnacp 

("^-tprminal Horn n in 
Li/i unncu U.VJ111C1111 


1 6>-49 


17R 0 


1 
1 


50-201 


725 


EGF 


PGF-lilcp domain 


1 9e-18 


74 7 


5 


VJJ--71 .Z7Q-1 JA. 1 JO- 

172:178-217:223-258 


725 


MAM 


MAM domain 


1.7e-13 


58.3 


1 




796 




"NTTT fpnpat 

IMILj 1 CJJCaL 




l^fi 0 


VJ 


431-458:478- 
599:619-646:666-693 


726 


Filamin 


Filamin/ABP280 repeat 


6.9e-18 


72.9 


1 


^06-409 


726 


zf-B box 


B-box zinc finger 


5.6e-05 


30.0 


1 


98-139 


727 


RhoGAP 


RhoGAP domain 


2.3e-50 


180.8 


1 


77^ QA7 


727 


DAG_PE-bind 


Phorbol 

esters/ diacylglycerol 
binding dom 


0.0004 


2L8 


1 


703-747 


728 


CN_hydrolase 


Carbon-nitrogen hydrolase 


0.0048 


-84.5 


1 


25-261 


729 


tsp__l 


Thrombospondin type 1 
domain 


6.9e-32 


119.4 

■■ 


11 


570-623:980- 

1034:1037- 

1089:1092- 

1146:1165- 

1220:1221- 

1276:1313- 

1364:1367- 

1420: 1426- 

1479:1482- 

1535:1543-1593 


729 


ReDrolvsin 

1. ^ «^ 1 1 T Mill 


Reorolvsin fM12B^ familv 

JL. VV L. * A \J 1 J Ulli I IfJL 1 J— ^ / 1 1*4- J. 1111 T 

zinc metallo 


1 3e-16 


68 6 


1 

1 


274-480 


729 


PepJV112Bjpr 
opep 


Reprolysin family 
propeptide 


4.8e-10 


46.8 


1 


93-223 


731 


ig 


Immunoglobulin domain 


5.1e-12 


53.4 


3 


6-99:146-235:282- 
373 


732 


ig 


Immunoglobulin domain 


1.6e-16 


68.3 


4 


42-129: 179-272:3 19- 
40S :455-546 


735 


RhoGEF 


RhoGEF domain 


3e-10 


47.5 


1 


165-340 



WO 2004/080148 



PCT7US2003/030720 



471 
TABLE 4A 



ID 


IrlUUCl 


Ucsci lpxion 


Hr- 

value 


score 


rcepeats 


JrOSltlOn 


737 


rrm 


RNA recognition motif. 


l.le-26 


102.1 


3 


78-142:151-222:240- 
311 


742 


cadherin 


Cadherin domain 


3.6e- 
100 


346.2 


6 


147-243:257- 

349:369-460:474- 

563:577-666:685-773 


743 


PGM_PMMJI 


Phosphoglucomutase/phosp 
nomannomutase, aip 


0.08 


-11.7 


1 


67-179 


745 


zf-C2H2 


Zinc finger, C2H2 type 


2.5 e— 
108 


373.3 


15 


130-152:158- 
180:186-208:214- 
236:242-264:270- 
292:298-320:326- 
348:354-376:382- 
404:41 0-43 2 : 43 8- 
4ou:4oo-d 1U: j lo- 
538:544-566 


/q-o 


ry-F f*9 UP") 

Zi-v^ZriZ 


zinc linger, ozriZ type 

■ 




1 1 A O 


1 o 

1Z 


ZUD-ZZ I.Zdd- 

255:261-283:289- 
367:373-395:401- 

49'V49Q-4 < n -4^7 
479-485-507-51 ^-5^5 


746 


KRAB 


KRAB box 


2.3e-23 


91.1 


1 


35-75 


747 


FMP24 GP25 
L 


prrm?4/pT>? 1 ST /n94 fnmilv 




/ o.\j 


1 
i 




748 


acid__phosphat 


Histidine acid phosphatase 


2.5e- 


539.4 


1 


31-371 


749 




Putativp OTP-a^p pptivn finer 

J. LI LCI LI V V VJ JL A UJb clvLl VallHg 

protein for Arf 


8 7p-fi0 


91? 0 

jit 1 x>. \J 


1 
i 


597-640 


749 


PH 


PH domain 


8e-17 


69.3 


1 


393-487 


749 


ank 


Ankyrin repeat 


4.6e-15 


63.5 


3 


826-858:859- 

8Q1 >8Q9 09^ 
01? 1 . o y L-y £2> 


751 


zf-C2H2 


Zinc finger, C2H2 type 


3.3e-43 


157.0 


6 


603-625:631- 

^^^•^10^-71 ^-79 1 

743:751-773:779-801 


751 


KRAB 


KRAB box 




7Q 0 


i 
i 


^49-^89 


753 


LRR 


Leucine Rich Repeat 


2e-30 


114.5 


8 


61-82:83-106:107- 

179:180-203:204- 
997-998-9^1 


753 


LRRCT 


Leucine rich repeat C- 


3.6e-07 


37.2 


1 


261-311 


754 


A2M 


Alpha-2-macroglobulin 
family 


3.4e- 
195 


661.8 


1 


721-1469 


754 


A2M N 


^ipiia - ^-*iiiciurt>giuuuiiii 
family N-terminal regi 


1 88 


jU / .D 


i 


1 £9^ 


755 


fibrinogen_C 


Fibrinogen beta and gamma 

l/llcUilo, V/" LCI ill 


4.6e-24 


93.4 


1 


242-422 


756 


fii3 


Fibronectin tvoe III domain 


2 le-53 


190 9 


4 


598-687-700- 
790:802-891:903-986 


756 


ig 


Immunoglobulin domain 


1.6e-49 


177.9 


6 


43-102:137-198:242- 

299:332-388:424- 

481:514-579 


758 


LRR 


Leucine Rich Repeat 


1.2e-28 


108.6 


7 


52-75:76-99:100- 
123:124-147:148- 
171:172-195:196-216 


758 


ig 


Immunoglobulin domain 


5.2e-07 


36.7 


1 


301-359 
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SEQ 

-WTTV 

ID 


Model 


Description 


■W7X 

value 


Score 


Repeats 


Fosition 


758 


LRRCT 


Leucine rich repeat C- 
terminal domain 


0.00013 


28.8 




240-285 


759 


7tm_2 


7 transmembrane receptor 
(Secretin family) 


2.3e-20 


81.1 




1009-1273 


759 


GPS 


Latrophilin/CL-l-like GPS 
domain 


7.1e-13 


56.2 




950-1002 


759 


• 

lg 


Immunoglobulin domain 


3.3e-0o 


/in 7 

4U. / 




OQi^ ^^0«A52^ ^A7 
ZoO-jDZ.4oD04 / 


759 


SEA 


SEA domain 


0.043 


20.1 




168-279 


760 


zf-C2H2 


Zmc finger, C2H2 type 


1.5e-85 


297.6 


12 


1 A'V 1 OA. 1 1C 

107-129:155- 

1 1 /ra 1 oc. 1 qi 

213:219-241:247- 

ZOy .Z lo-Ay / .jUj~ 

325:331-353:359- 


764 


HIT 


HIT family 


0.00082 


-4.2 


1 


173-273 


768 


SRCR 


Scavenger receptor 
cysteine-rich domain 


o ^ /in 
ze-4y 


1 '7'? 
1 / /.O 


z 


00 1 OQ. 1 AT) 7A7 
jZ- izy. IH-Z-ZH- / 


768 


T 1 • 1 

Lysyloxidase 


Lysyl oxidase 


/i /i 1 
4.De-41 


1 AO Q 


1 

1 


05 1 „-l^Q 
ZJ 1"JJ7 


769 


Glyco_transi_8 


Glycosyl transferase family 
8 


/I Ho. C\£* 

4. /e-uo 


9 1 
-Z. 1 


1 
1 




770 


WD40 


WD domain, (jr-beta repeat 


4.4e-u / 


j /.u 




401:407-443 


773 


Cytidylyltrans 


Phosphatidate 
cytidylyltransferase 


oe-y/ 


■510 C 

jIo.j 


1 
1 


991 A01 

ZZ 1 


774 


"IT 7"P\ /I A 

WD40 


WD domain, Cj-beta repeat 


1 AO 


41. o 


z 


1 ^^-90^-^97-^^^ 

1Dv)-ZUj.jZ /-JOj 


779 


HesB-like 


HesB-like domain 




1 'X'X fs. 
LD j.O 


1 
1 


AQ_ 1^1 


780 


ig 


Immunoglobulin domain 


0.014 


22.0 


2 


8-57:96-155 


783 


vwa 


von Willebrand factor type 
A domain 


2.1e-42 


154.3 


1 


266-440 


783 


Kunitz_BPTI 


Kunitz/B ovine pancreatic 
trypsin mhibito 


1.7e-18 


74.8 


1 


540-590 


783 


Collagen 


Collagen triple helix repeat 

/OA 

(ZU copies; 


U.U14 


-1 D.U 


4 


Z-OU.O 1- 1 1 / . 1 10- 
1 / J. 10 1"6J" 


784 


Sterol desat 


Sterol desaturase 


6.4e-46 


166.0 


1 


57-263 


785 


ig 


Immunoglobulin domain 


O/a QO 


1 o 1 i 


4 


1 lO-l /O.JJ 1- 

1613 


/oo 


adenyiateicinas 
e 


Adenylate Kinase 


z.oe-uo 


an S 

"Ju.O 


1 
I 




TOO 

/oo 


orio 


ori3 aomam 


o. /e- 1 j 


JO.j 


1 
1 




789 


SH3 


SH3 domain 


1.6e-14 


61.6 


1 


73-129 


790 


TIMP 


Tissue inhibitor of 
metalloproteinase 


1 io /in 
1 . 1 e-4U 


140 c 

140.J 


1 
1 


1 ^ 1 9 A 

1 J- 1Z*T 


pjrt -f 

791 


lectin c 


Lectin C-type domain 


D.le-uo 




1 
1 


1^9 9^7 


792 


UDPGT 


UDP-glucoronosyl and 
UDJr-glucosyl transieras 


je-Z:5 / 


CAA Q 

0UU.0 


1 
1 


1 AA7 
1-44 / 


7QA 
/y4 


u Die_meinyiTr 
an 


methyl transferase family 




-96 3 


I 

JL 


37-241 


794 


PCMT 


Protein-L-isoaspartate(D- 
aspartate) O 


0.038 


-104.6 


1 


23-192 


795 


7tm_l 


7 transmembrane receptor 
(rhodopsin family) 


6.9e-31 


116.0 


1 


444-720 


799 


PH 


PH domain 


2.8e-18 


74.1 


1 


14-112 


804 


ig 


Immunoglobulin domain 


0.0006 


26.5 


2 


35-111:146-197 


809 


ig 


Immunoglobulin domain 


0.0014 


25.4 


1 


109-171 
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SEQ 
ID 


Model 


Description 


E- 
value 


Score 


Repeats 


Position 


811 


MHCJ 


Class I Histocompatibility 
antigen, domains 


Lle-06 


4.5 


1 


29-205 


812 


ig 


Immunoglobulin domain 


5.4e-41 


149.6 


5 


78-137:176-237:274- 
335:369-430:465-529 


813 


ig 


Immunoglobulin domain 


2.2e- 
103 


356.8 


12 


295-358:393- 

4DZ. 1400-1D0U. IjOj- 

1627:1662- 
1724:1761- 
1823:1858- 
1926:1961- 
2020:2059- 
2120:2157- 
2218:2252- 
2313:2348-2412 


814 


ig 


Immunoglobulin domain 


2.2e- 
103 


356,8 


12 


490-553:588- 

04 / : l ooj- 1 /ZD . i / ou- 

1822:1857- 

1919:1956- 

2121:2156- 
771 5-2254- 

2315:2352- 
2413*2447- 
2508:2543-2607 


O 1 A 

ol4 


TDD 


.Leucine ivicn jtvepeai 


1 1p~75 


✓ o.o 




58-81-82-105*106- 

129:130-153:154- 

177-186-209 


O 1 A 


TDD C*T 


Lvcucine ncn rep eat "o- 
terminal domain 


7 1p-0Q 


42 9 




219-280 


Q 1 A 
o 14 


T PT?\TT 


LcllLlIlb ilt/Il iepcd.1 IN** 

terminal domain 


0 00025 


27 8 




28-56 


oi ^ 


/vpoirpoproiem 


/\pOlipUprOLClIl -rY 1 / r\Hf S2> 

family 


1 6e-06 


34 6 




4-251 


(51/ 


/\p u i ip opr o ic in 


A nnli'nnnvntpin A 1 /A4/P 
/xpUlipupi ULC1JL1 rv 1 / _rV-l7 l—i 

■fciTTllI \/ 
JLCUllll Jf 


1 6e-06 

X • \J\s \J\J 


34 6 




4-251 


819 


phoslip 


Phospholipase A2 


3.3e-48 


173.6 


1 


21-145 


SO 1 

oZ 1 


A/TP AAT T7 


ivianaeiaie rat/Ciriabc / 
muconate lactonizing en 


4 6e-05 


-4 2 




149-386 


on 1 

ozl 


A/TP \/TT "P XT 


ivianueiaie rdoemabc / 
muconate lactonizing en 




-0 4 




1-112 

X XX ' 


Q77 
OZZ 


XT AP 


IN Uv/lC\Ji>UlllC dbtsClllUiy 
r\rr\t(*\ n fXT A 


1 7e~ 
190 


646 3 




12-285 


oZj 


PP9P 


Prrktf^iTi iiVirtQnTmtaQP 7{~* 
JT1UIC111 pllVJo pi Id laoC 


6 2e-72 


252 4 




107-383 


oZ-+ 


vwc 


\tc\x\ AA^ill^l^mnd fhptfYr tvnp 

VVJll VV UlCUiailU XclV-' LWl LjrjJ^ 

C domain 


3 8e-13 


57 1 




103-157:160-214 




7tm 1 
/ LII1_1 


7 trfinQtn V^rmi p rpppr>tfYr 

/ H £tllolildllUl CUlw 1 UvvL/LUl 

(rhodopsin family) 


0 00045 


-23 4 




1-173 


826 


7tm_l 


7 transmembrane receptor 
(rhodopsin family) 


2.2e-40 


147.6 





40-287 


828 


RhoGAP 


RhoGAP domain 


1.9e-26 


101.3 




101-250 


829 


CUB 


CUB domain 


l.le-27 


105.4 




2-102 


830 


CUB 


CUB domain 


l.le-27 


105.4 




2-102 


831 


myosin_head 


Myosin head (motor 
domain) 


9.7e-15 


-285.0 




37-318 


832 


myosin_head 


Myosin head (motor 
domain) 


4.9e-23 


-122.5 


1 


37-408 
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TABLE 4A 



SEQ 
ID 


Model 


Description 


E- 
value 


Score 


Repeats 


Position 


834 


thyroglobulin_ 

i 
i 


Thyroglobulintype-1 repeat 


l.le-20 


82.1 


1 


316-379 


834 


kazal 


Kazal- type serine protease 
inniDitor 


1.5e-06 


35.2 


1 


139-183 


838 


LRR 


Leucine Rich Repeat 


9.7e-45 


162.1 


12 


61-84:85-108:109- 

132-133-156*157- 

180:181-204:205- 

^28-229-252*253- 

276:277-300:301- 

324*326-349 


838 


LRRCT 


Leucine rich repeat C- 

tprm in 0 1 nnmQiti 
ICIIIlillctl LlUlllsJlil 


7.5e-09 


42.8 


1 


359-405 


838 


LRRNT 


Leucine rich repeat N- 
terminal domain 


0.031 


20.9 


1 


31-59 


QA 1 


anK 


/\nKyriii repeat 


OC'JJ 


1 92 5 


4 


1-27-29-61*130- 
162*164-196 


841 


SAM 


SAM domain (Sterile alpha 

m rvfi "f"\ 
IIlUlll ) 


0.0031 


24.2 


1 


577-640 




• 

lg 


lIIlIIlUIJLUgHJUUllIl UUIIlctlll 


6 3e-39 


142 8 


4 


53-110*150-216:255- 
310:350-417 




*g 


Tmmiinr\cr1oV»ii1iti Hnmnin 


5e-56 


199 5 


6 


53-110:150-216:255- 

310:350-417:456- 

516:553-617 


R45 


MAM 


MAM domain 


1 3e-52 


188.2 


1 


753-918 


847 


PLA2_B 


Lysophospholipase catalytic 
domain 


4.6e-50 


179.8 


1 


1108-1551 


847 


C2 


C2 domain 


1.6e-06 


35.1 


1 


797-880 


848 


PLA2 B 


LvsoDhosoholinase catalvtic 
domain 


8.3e-53 


188.9 


1 


357-800 


848 


C2 


C2 domain 


L6e-06 


35.1 


1 


46-129 


851 


ig 


Immunoglobulin domain 


3.6e-31 


117.0 


3 


48-105:169-227:265- 
344 


852 


ig 


Immunoglobulin domain 


3.6e-31 


117.0 


3 


44-101:165-223:261- 
340 


853 


ig 


Immunoglobulin domain 


2.8e-07 


37.6 


1 


44-101 


R*J4 




V^-Z, LIIJaaJ.cIJ.JU 


1 3e-70 


248 0 


2 


158-245:289-377 


855 


tsp_l 


Tlirombospondin type 1 


1.7e-26 


101.5 


6 


546-596:827- 
881*945-995:1314- 
1364:1426- 
1471:1474-1530 


855 


Reprolysin 


Reprolysin (M12B) family 

jLllly-' lll'-'LClllvJ 


1.3e-15 


65.3 


1 


246-456 


855 


Pep_M12Bjpr 


Reprolysin family 

JJi \J [J C [J LlClt/ 


9.2e-05 


8.5 


1 


105-222 


857 


abhydrolase_2 


Phospholipase/Carboxyl este 

J. doC 


0.051 


-67.3 


1 


120-326 


858 


abhvdrolase 2 


Phospholipase/Carboxyleste 
rase 


0.051 


-67.3 


1 


113-319 


859 


SRCR 


Scavenger receptor 
cysteine-rich domain 


3e-20 


80.7 


1 


336-433 


859 


Collagen 


Collagen triple helix repeat 
(20 copies) 


2.1e-12 


54.7 


1 


255-314 


860 


SRCR 


Scavenger receptor 
cysteine-rich domain 


2e-33 


124.5 


1 


396-493 


860 


Collagen 


Collagen triple helix repeat 


9.1e-13 


55.8 


1 


315-374 
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TABLE 4A 



ID 


ivioaei 


Jjescription 


17 

.11/- 

value 






1 US1L1UH 






(20 copies) 










862 


zf-C2H2 


Zinc finger, C2H2 type 


1.6e-89 


310.8 


12 


192-214:220- 

24? • 548-970 • 276- 

298-304-326-332- 

354:360-382:388- 

410:416-438:444- 

466:472-494:500-523 


864 
out 




7\wc fin o^pr (^otS-(^~x*j~C- 
x3-H type 


le-06 


35.8 


1 


52-78 


865 


WD40 


WD domain, G-beta repeat 


5.7e-12 


53.2 


3 


203-238:271- 
307:360-393 


867 


aminotran 3 


Aminotransferase class-Ill 


3.3e-98 


339.7 


1 


76-509 


868 


aminotran 3 


Aminotransferase class- III 


6.8e-48 


172.5 


1 


2-406 


869 


trypsin 


Trypsin 


7e-63 


222.3 


1 


63-289 


870 


Glycos_transf_ 
1 


Glycosyl transferases group 

i 
1 


1.8e-06 


33.8 


1 


86-239 


873 


EGF 


EGF- like domain 


1.2e- 


414.3 


16 


7-43:50-81:88- 

1 10-1 96-1 57-1 68- 

117. 1j^O-1_/ / . iUO" 

1 99-203-234-243- 
279:280-311:319- 
350-358-389-396- 
427:492-523:530- 
561:568-599:606- 
637:1046-1077 


871 

o / J 




PSbrnttPctin tvnp 1 I \ domain 

± 1 L'l \Jl IV^l^-Llll LjrjJC/ JLJLA ViUl 1 1 dill j 


4 le-34 


126 7 

JL \J * t 


3 

mm* 


641-722:740- 

XJf t JL, / 9 9 • *^ 

823:839-921 


87^ 


bUblll 


^Jiicbi flnmain fSf^T? reneati 


3 8e-05 


30 5 




433-486 


875 




S»-aHenosv1-T -Homocvsteine 

hydrolase 


1 5e- 
280 


945 4 




81-507 


o / o 


fibrinogen C 


Fibrin ocren beta and pamma 

1 lUllllUgvll Uulu ullU £2 all HI I CI 

chains C-term 

VllUlllO ^ v_x l-Wl XXX 


7 4e-54 

/ » i xv »x 


192 3 




146-382 

JL 1 XX XX 


879 


fibrinogen C 


Fibrinogen beta and eamma 
chains, C-term 


7.4e-54 


192.3 




146-382 


880 


fibrinoffen C 


Fibrinogen beta and eamma 

JL X >_/X V 1*W4> till VJ k»)W-iJ.AA X J- V* 

chains, C-term 


7.4e-54 


192.3 




146-382 


883 


aa nermeases 


Amino acid nermease 

JL Xllllllw UVAv» l/WilllVMtUW 


3.9e-07 


-148.3 


r- 


40-475 


883 


A a tr an ^ 

ixU L-x cxix o 


Transmembrane amino acid 

JL X tilltJlll wXXX U>*X LillV Ull XXX 1W XV X %■* 

transoorter t>ro 


0.0067 

X* » \J \J XX f 


-123.4 


1 


42-460 


884 


pkinase 


Protein kinase domain 


9.3e-06 


-52.2 


1 


100-659 


885 


lectin c 


Lectin C-tvne domain 


0.0011 


6.9 




47-128 


888 


Pentidase M20 


Pentidase familv 
M20/M25/M40 


0.00043 


16.2 




55-357 


889 


si i par tr 


Supar f and other^ 
transDorter 


0.017 

*-» • XX JL * 


-118.8 




1-335 


891 




Immunoglobulin domain 


7.5e-05 


29.6 


J 


55-127 


892 


hromodomain 


Rromodomain 


6.9e-87 

xx » ^ xx * 


302.1 




63-152:356-445 


893 


OLF 


Olfactomedin-like domain 


1.2e- 
120 


414.2 




220-470 


894 


ig 


Immunoglobulin domain 


7.1e-16 


66.2 




262-322:354-414 


894 


kazal 


Kazal-type serine protease 
inhibitor domain 


le-09 


45.7 




88-132 


894 


efliand 


EF hand 


0.0013 


25.4 




178-206 


895 


aminotran_l_2 


Aminotransferase class I 
and II 


8.5e-ll 


49.3 




81-416 


896 


LIM 


LIM domain 


5.4e-42 


152.9 


4 


24-80:83-140:153- 
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TABLE 4 A 



SEQ 
ID 


Model 


Description 


TP 

value 


OtUic 


jtvepeaiis 


T*rkcl-f"inr» 
JT UalllUU 














90Q-9 19-971 


896 


Vnr 


villm lieadpiece aomam 


7 1f*_90 

/ . 1 C-4,\J 


7Q S 


i 
i 




897 


pkinase 


Protein kinase domain 


8.1e- 


351.7 


1 


356-613 


898 


pkinase 


Protein kinase domain 


8.1e- 
102 


351.7 


1 


543-800 


/~i f\ o 

898 


1JLA 


Doublecortin 


d . / e- 1 U 




i 
i 


1 ^0-1 OA 


899 


GST_C 


Glutathione S -transferase, 
C-termmal domain 


0.088 


11.8 


1 


254-370 


900 


Clq 


Clq domain 


7.6e-72 


252.1 


1 


116-241 


900 


Collagen 


Collagen triple helix repeat 
(20 copies) 


o.4e-Uo 


5Z. 1 


1 


j l-y 1 


902 


BRCT 


BRCA1 C Terminus 
(BRCT) domain 


4e-yz 


3 lbO 


0 


10 O^'Q^ 1R7-A7Q- 
lU-yj .yo- 1 0 J> / 

570:579-666:737- 


903 


BRCT 


BKLA1 C 1 erminus 
(BRCT) domain 


9 9i=. C\& 

z. /e-uo 




1 

1 


1 0-0^ 


905 


LRRCT 


Leucine rich repeat 
terminal domain 


9 ^i=> no 


AO R 


1 

1 


J /"OO 


905 


r T)T) 

i_iKJtv 


Leucine Kicn Kepeat 


u.uuoo 


9^ 1 


1 

1 


4-97 


906 


ig 


Immunoglobulin domain 


0.002 


24.8 


1 


25-79 


907 


TB2 DPI HV 
A22 


1J32/JJP1, riVA/z iamily 




19R 7 
IZo. / 


1 

1 


9-06 


908 


An peroxidase 


Animal naem peroxidase 


On 1 




1 
1 


770-1 ^OQ 


908 


• 


immunoglobulin domain 


le-oH- 


1 9S R 


A 


994_9R^-^90- 
376-409-472*533-590 


908 


LRR 


Leucine Rich Repeat 


4.7e-22 


86.7 


4 


51-74:75-98:99- 
199*1 23-146 


908 


LRRCX 


Leucine rich repeat C- 
terminal aomam 


8.4e-ll 


49.3 


1 


156-208 


908 


vwc 


von Willebrand factor type 
o domain 


7e-08 


39.6 


1 


1439-1494 


908 


TILa 


TILa domain 


0.023 


12.0 


1 


1438-1491 


909 


Anperoxidase 


Animal naem peroxidase 


oe-iyj 




i 
i 


R01 -1 ^40 


909 


• 

ig 


Immunoglobulin domain 




1 98 R 


A 


407 -440-5 03 * 564-62 1 


909 


LRR 


Leucine Rich Repeat 


4.7e-22 


86.7 


4 


82-105:106-129:130- 
1*^3*154-177 


909 


LRRCT 


Leucine rich repeat C- 
terminal domain 


8.4e-ll 


49.3 


1 


187-239 


909 


vwc 


von Willebrand factor type 
c domain 


7e-08 


39.6 


1 


1470-1525 


909 


llLa 


1 iJLa domain 


n n9^ 


19 0 


i 
i 


14^0-1 S99 


910 


An_peroxidase 


Animal haem peroxidase 


3e-193 


655.4 


1 


663-1202 


910 


ig 


Immunoglobulin domain 


3.2e-24 


93.9 


3 


201-260:297- 
353:386-449 


910 


LRR 


Leucine Rich Repeat 


2.6e-18 


74.3 


A 

4 


51-74:75-98:99- 
122:123-146 


910 


vwc 


von Willebrand factor type 
C domain 


7e-08 


39.6 


1 


1332-1387 


910 


TILa 


TILa domain 


0.023 


12.0 


1 


1331-1384 


911 


EOF 


EGF-like domain 


3.1e-50 


180.3 


9 


47-99:106-141:172- 
203:210-245:574- 
605:823-854:861- 
892:901-933:940-971 
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SEQ 
ID 


Model 


Description 


E- 

«f A 1 IT £\ 

value 


Score 


Repeats 


Position 


911 


laminin G 


Laminin G domain 


0.0002 


25.1 


2 


275-401:663-788 


914 


cN MP_bin ding 


Cyclic nucleotide- binding 
domain 


i .je-oj 


9^1 9 


9 


1 52-240-270-364 


914 


vy TT„ 

Kila 


K.eguiatory suDimii or type 

11 rJSJi rv-bliuu 


t.OC" LJ 




1 

X 


25-62 


y I j 




jLilJU UOlJUalll 


\J . W "TV/ 


146 0 

JL 1 V^r * \J 


1 


214-323 


Q1 C 




<~\m Qin f A 1 o*-\ Vnnw/n 
JriyZj LLOlIld.111 ^/^.IbU IvliUWlI 

as DHR or GLGF) 




54 7 


1 

JL 


555-639 


Q 1 £ 

y lo 


lipoxygenase 




3 3e- 
193 


655 3 


1 

JL 


121-648 


916 


PLAT 


PLAT/LH2 domain 


1.6e-29 


111.5 


1 


2-111 


917 


rLAl 


rLA 1 / jL/rlZ uomam 




1115 


1 

X 


2-111 


917 


lipoxygenase 


Lipoxygenase 


0.00053 


-342.4 


1 


91-294 


918 


PLAT 


PLA1/LHZ domain 


I .oe-zv 


1 1 1 
1 1 1 


1 

1 


9-1 1 1 

Z>— 111 


918 


lipoxygenase 


Lipoxygenase 


4e-06 


-297.4 


1 


121-323 


926 


Aa_trans 


Transmembrane ammo acid 
transporter protein 


138 




1 
1 


1 1 1 7 

1 i*+-j 1 / 


927 


i-i ✓"i v> 

EGF 


EGF-hke domain 


D.<5e-Jo 


1 ^9 Q 


o 


198-135-171-178- 
209:216-247 


930 


DUFo 


integral memorane protein 
DUF6 


U.UVJUl / 


9R s 


9 


8-129-147-277 i 


933 


reptidase_Mz4 


metaiiopeptiuase iamny 

IVlZ^f 


Z». 1C-U7 


944 0 


1 

X 


87-326 


938 


PDZ 


PDZ domain (Also known 
as uriis. or vjjL/U-t j 


1.8e-20 


81.4 


1 


93-174 


yob 


T 

LZ / 


i^z / uomam 


U.JC" x u 


66 3 


1 

X 


13-68 


94U 


rrm 


ivTN/v recognition moui. 




1 67 9 
iu / 


4 


61-128* 186-253*339- 

\j x x jw vy • x vy vy jw«y «*y • «»y «»y ^ 

406:456-524 


y*tL 


pop 


P(^rP_lil<^R rlr^tnnin 

i_/ vJ i. 11 IV C CHJlilcLlll 


1 9e-18 


74 7 


5 


66-92:99-133:139- 
173:179-218:224-259 


y*r i 


MAM 


A/f A A A Homain 


1 7e-13 


58.3 


1 


403-547 


OA? 


FOP 


PCrF-lilce domain 

i— < V — 1 J- lllVV Vwi.WIllM.lll 


1 9e-18 

JL a ^ V> JL V 


74.7 


5 


71-97:104-138:144- 
178:184-223:229-264 


942 


MAM 

XVXJTVXYX 


MAM domain 

I'll V J. T .JL, \_X. W± JLl H-JLA. JL. 


1.7e-13 


58.3 


I 


408-552 


941 


PHD 

JT 111-' 


PHD-fineer 


2.9e-10 


47.5 


I 


85-128 


943 


HrnmnHomain 

UL \J11J.^V_1.V_'11 luill 


Rrom odomain 

J — / L V/111V> vJ.Vli.li-ii.ll 


8.2e-10 


46.0 


I 


149-235 


943 


7f-MYND 


MYND finder 

1VJL JL 1 ^ J-^ llllgul 


7e~07 


36.3 


I 


977-1011 


943 


PWWP 

X VV VY JT 


PWWP domain 


7.5e-06 


32.9 


I 


269-340 


944 


PHD 

X JL XX-/ 


PHD-fineer 


2.9e-10 


47.5 


I 


85-128 


944 


brrvrnnHfYtriairi 


Rromodomain 


8.2e-10 


46.0 


I 


149-235 


944 


PWWP 

X VV ii JL 


PWWP domain 

X T T T T X \_JJ- Vj»J. J. A JL .1 1 


7.5e-06 


32.9 


I 


269-340 


945 


PHD 

A -L X.L/ 


PHD-fineer 


2.9e-10 


47.5 


I 


85-128 


945 


bromodomain 


Bromodomain 


8.2&-10 


46.0 


\ 


149-235 


QA5 


Z,X— iVl I 1NJU/ 


MVND finder 


7e-07 


36.3 




1023-1057 


945 


PWWP 


PWWP domain 


7.5e-06 


32.9 


1 


269-340 


946 


PHD 


PHD-finger 


2.9e-10 


47.5 




90-133 


946 


bromodomain 


Bromodomain 


8.2e-10 


46.0 




154-240 


946 


zf-MYND 


MYND fmger 


7e-07 


36.3 




1028-1062 


946 


PWWP 


PWWP domain 


7.5e-06 


32.9 




274-345 


950 


ion trans 


Ion transport protein 


3.5e-19 


77.1 




345-518 


951 


Reprolysin 


Reprolysin (M12B) family 
zinc metallo 


3e-88 


306.6 




210-409 


951 


Pep_M12B_pr 
opep 


Reprolysin family 
propeptide 


1.3e-31 


118.4 


1 


80-198 
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SEQ 
ID 


Model 


Description 


17" 

value 


ocore 


Repeats 


tr Ubiuun 


nr 1 


disintegrin 


Disintegrin 


9 ^<=» 91 


00 Q 


i 

i 


426-501 


953 


ank 


Ankyrin repeat 


2e-46 


167.6 


7 


151-183:184- 

9 15-21 6-248-250- 

282:283-328:329- 

361-362-401 


954 


interferon 


Interferon alpha/beta 
domain 


1.8e-17 


71.5 


1 


16-171 


956 


adh short 


short chain dehydrogenase 


1.3e-07 


21.8 


1 


31-188 


958 


acid phosphat 


Histiame acia pnospnatase 


1 . /C-JO 


907 7 






959 


serpin 


Serpin (serine protease 
inhibitor) 


6.4e~ 

i /y 


607.8 


1 


1-329 


960 


serpin 


Serpin (serine protease 
inhibitor) 


9.1e- 

900 


677.1 


1 


47-397 


961 


• 

serpin 


berpm ^serine protease 
mniDitor ) 


d ,ze- 


D / O. J 


-j 




962 


serpin 


Serpin (serine protease 
inniDiior; 


1.2e- 
90^ 


689.9 


1 


47-397 


yo4 


Keproiysm 


xveproiysm ^iviizjj^ iarnny 
zmi meiaiio 




^9 ? 




232-426 




Jr ep_ivi 1 zi3_pr 
upcp 


jxcproiyoiii lainiiy 


4 4e-41 


149 9 








QlblllLCgl 111 


J_^lk5lllLCg,l 111 


2 5e-09 


44.5 




444-517 


965 


Uteroglobin 


Uteroglobin family 


1.4e-05 


31.8 


1 


1-88 








5 7e-92 


319 0 




48-483 


067 


P1 n 


01 n domain 


6.1e-44 


159.4 


1 


73-202 


970 


ig 


Immunoglobulin domain 


L6e-06 


35.1 




41-124:156-230 


970 


zf-CCHC 


Zinc knuckle 


5.7e-05 


30.0 




523-540 


971 


pentaxin 


Pentaxin family 


8.1e-22 


85.9 




281-479 


973 


bZIP 


bZIP transcription factor 


0.024 


19.0 




622-686 


974 


WD40 


WD domain, G-beta repeat 


0.003 


24.3 




37-72:77-113:122- 
156:211-247 


975 


ion trans 


Ion transport protein 


0.0031 


24.2 




248-408 


976 


ion trans 


Ion transport protein 


0.0031 


24.2 




322-482 


977 


zf-C2H2 


Zinc finger, C2H2 type 


2.5e-55 


197.2 


35 


4-27:108-131:162- 

185:243-266:439- 

462:470-492:600- 

623:843-866:886- 

908:925-948:1030- 

1053:1114- 

1137:1193- 

1216:1265- 

1288:1312- 

1335:1369- 

1392:1470- 

1493:1515- 

1538:1577- 

1 ^00-1660- 

1683:1697- 
1720:1767- 
1790:1846- 
1869:1892- 
1914:1968- 
1990:2051- 
2073:2085- 
2107:2114- 
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SEQ 
ID 


Model 


Description 


T7 

value 


Score 


Jtcepeats 


T*nt itinti 

r usiiion 














2137:2143- 

2274:2280- 
2303*^314- 
2336:2360- 
2382*2388- 
2411:2474-2496 


you 


Trypsin 


i lyjjtsiii 


7 9e-lS 


72 7 


1 


155-326 


980 


PDZ 


PDZ domain (Also known 


8e-12 


52.7 


1 


332-427 


you 


Kazai 


inhibitor domain 


3 7e-05 


30 6 


1 


63-117 


no 1 
yol 


asp 


JQUiVd.1 yULlU dSpoILyi piULCasO 


O . AC 

104 


358 3 


1 

X 


19-421 

-S- ^ 1 *W JL 


984 


Zn_carbOpept 


Zinc carboxypeptidase 


2e-114 


393.5 


1 


50-332 


985 


Zn_carbOpept 


Zinc carboxypeptidase 


2e-114 


393.5 


1 


50-332 


986 


XT«-£T T XT 


iNiiu-iiKe in terminal 

UUIIlcllIl 


A ?p_R0 

H'.Z<C-OVJ 




1 


34-160 


988 


UPAR LY6 


u-PAR/Ly-6 domain 


1.8e-05 


31.6 


1 


28-110 


yy\j 




Zjinc linger, \^zrx£ type 


1 4e-12 


55 2 


3 


53-78:87-114:120- 
144 


Q01 

yy 1 


pKinase 


ID rntpin Vitioop /^r\tnQin 

Jr roiem luruioe uuxiiain 


8 6e~90 


311 7 


1 


20-312 


992 


spectrin 


Spectrin repeat 


6.6e-26 


99.5 


7 


17-121:124-226:229- 

340:343-449:452- 

556:781-888:891-999 


yy^f 


v^iq 


(~* 1 /-i Hr>tnni"n 

v^v I LI UVJlllCtXlX 


2 le-31 


117.8 

X X f » 


1 


160-284 


QQzl 

yy*\ 


V^Olld-geil 


f~*n1 1 n opn trmlp Tip1i"5C rpneat 

(20 copies) 


0 00022 


22.3 


1 


76-135 


QQ^ 

yyo 


A 1 1 oTTf/~v-if»*a cp 

Aiiamoicd.se 


A llarrfrrvipcicp rpnpfit 


8 7e~ 
122 


418 0 


2 


1-136:159-319 


yy\j 


* 

i rr 


TtnmnnocrloiSiilin dnmam 

111 1111 LllUJglWU Lllill Uvlliaill 


4 9e-ll 


50.1 


3 


37-151:182-243:275- 
335 


QQ7 

yy / 


T? acGFF 

Xvd.bVJi_/J7 


T? acfrFF Hotrmin 

IVHOVjijl U4JJ.UC1111 


1 7e-88 


307.4 




999-1184 


QQ7 

yy / 


XvllUvJI_/I 


RVinGFF Hnmain 


8 2e-68 


238.7 


1 


247-428 


997 


PH 


PH domain 


2.3e-35 


130.9 


2 


23-133:460-588 


yy I 


xvasvjJC/rrN 


uUdiiiiic nuv/ieuLiuc 

exchange factor for Ras-l 


4 9e-l 8 


73 3 




633-688 


997 


IQ 


IQ calmodulin-binding 
motif 


0.012 


22.2 


■ 


206-226 


(\C\C\ 

yyy 


K_tetra 


Jxrr cnannei teiramensaiion 
uorndiii 


DC-J 1 


116 2 




24-126 


1 nm 


pun 


Jr xxLJ -A 1 1 1 gei 


1 9e-17 


71 4 




185-233 


lUUZ 




7\r\n finow P^FTP4 tvnp 
zjIIIL' ungci, j jnv->*-r type 

(RING finger) 


0 00078 


26 2 




108-156 






Wiv UOIllalll, vjr-ucia iCLycaL 


1 8e-24 


94 7 


6 


768-802:959- 
992:1070-1104:1110- 
1145:1151- 
1185:1191-1225 


1004 


zz 


Zinc finger, ZZ type 


4.6e-ll 


50.2 


1 


3-48 


1004 


zf-C2H2 


Zinc finger, C2H2 type 


0.012 


22.2 


1 


78-101 


1006 


C2 


C2 domain 


9.6e-05 


29.2 


1 


304-394 


1007 


IBN_NT 


Importin-beta N- terminal 
domain 


9.5e-28 


105.6 


1 


22-101 


1009 


ArfGap 


Putative GTP-ase activating 
protein for Arf 


1.4e-35 


131.6 


1 


250-373 
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ID 
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E- 
value 


Score 


Repeats 


Position 


1009 


PH 


PH domain 


1.7e-14 


61.6 


1 


136-227 


1009 


ank 


Ankyrin repeat 


O — 11 

2e-ll 


51.4 


2 


A 1 1 /J/I^./I/IT /I1Q 

41 1-440.44 /-4 / y 


1009 


SH3 


SH3 domain 


l.7e-10 


48.3 


1 


881-938 


1011 


ig 


Immunoglobulin domain 


l.2e-48 


175.1 


6 


80-148:183-242:281- 

342:379-440:474- 

535:570-634 


1015 


efhand 


EF hand 


3.7e-26 


100.3 


4 


29-57:65-93:102- 
130:138-166 


1018 


7tm_l 


7 transmembrane receptor 
(rhodopsin family) 


3.7e-76 


266.4 


1 


87-350 


1019 


LRR 


Leucine Rich Repeat 


2.9e-41 


150.5 


14 


82-105:106-129:133- 

1 t?>~J 1 C O 1 01 1 oo 

157:158-181:182- 
205:206-229:251- 

399:403-426:427- 

444:4o3-4cSu.Do /- 

jjo.jjy-joz 


1021 


RasGEF 


RasGEF domain 


le-47 


172.0 


1 


907-1092 


1021 


PDZ 


PDZ domain (Also known 
as DHR or GLGF) 


4.2e-17 


70.2 




con jC^TI 


1021 


cNMP__binding 


Cyclic nucleotide-bmdmg 
domain 


3.8e-13 


57.1 




343-43D 


1021 


RA 


Ras association 
(RalGDS/AF-6) domain 


1.3e-05 


32.1 




TQQ QC< 


1022 


RasGEF 


RasGEF domain 


le-47 


1 TO A 
1 /Z.O 




0C7 1 A/IT 


1022 


PDZ 


PDZ domain (Also loiown 
as DHR or GLGF) 


4.2e-l7 


70.2 


1 


530-611 


1022 


cNMP_binding 


Cyclic nucleotide-binding 
domain 


3.8e-13 


57.1 


1 


295-385 


1022 


RA 


Ras association 
(RalGDS/AF-6) domain 


l.3e-05 


32.1 


1 


749-835 


1026 


Ricin_B_lectin 


QXW lectin repeat 


1 o _ ii 
l,3e-ll 




3 


1 "3/1 1 TT« 1 £7 
I J4-1 /Z. 15 /- 

225:226-265 


1027 


SCF 


Stem cell factor 


2.4e- 

i in 
119 


/I AO A 


1 


1 t 1 £ 


1028 


cadherin 


Cadherin domain 


1.9e-75 


264.0 




50-141:155-250:264- 


1029 


cadherin 


Cadherin domain 


14e-78 


274.5 


4 


50-141:155-250:264- 


1030 


PH 


PH domain 


1.2e-10 


48.8 


1 


522-624 


1031 


Renal_dipeptas 
e 


Renal dipeptidase 


1.3e-73 


Of O A 

258.0 




C/1 ITT 


1032 


aa_permeases 


Ammo acid permease 


3.9e-07 


-148.3 


1 


A A /I TC 

40-4 /S 


1032 


Aa_trans 


Transmembrane ammo acid 
transporter pro 


0,0067 


-123.4 




42-4oU 


1033 


FTHFS 


Formate—tetrahydrofolate 
ligase 


0 


1367.2 




O/rn ATA 

3ou-y /y 


1033 


THF DHG_C 
YH 


Tetrahydrofolate 
dehydro genase/cy clohyd 


1.5e-07 


21.3 




68-180 


1033 


THF DHG C 
YH C 


Tetrahydrofolate 
dehydrogenase/ c}'clohyd 


3.7e-05 


-45.5 




182-329 


1035 


RhoGEF 


RlioGEF domain 


9.1e-26 


99.0 




778-962 


1035 


PDZ 


PDZ domain (Also known 
as DHR or GLGF) 


4.2e-12 


53.6 




47-122 


1035 


PH 


PH domain 


0.081 


19.5 


1 


1006-1119 
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Position 


1037 


-p|T T 

PH 


PH domain 


9 zip 1 o 


47 R 


i 

JL 


17-124 


1037 


efliand 


EF hand 


2.7e-08 


41.0 


2 


138-166:174-202 


■1 f\ /""V 

1039 


7tm_l 


7 transmembrane receptor 
(rnoaopsin tamily) 


o.ye-zz 


S7 0 


i 

i 


40-9S0 


1040 


tsp_3 


Thrombospondin type 3 
repeat 


l.le-22 


88.9 


9 


404-418:440- 

454-463-477-499- 

513:522-536:537- 

551:560-574:600- 

614:615-627 


1040 


TSPN 


Thrombospondin N- 
terminal -like domain 


2.3e-05 


22.9 


1 


1-101 


1042 


PTR2 


POT family 


7.4e-85 


295.3 


1 


103-471 


1043 


FH2 


Formin Homology 2 
Domain 


4e-105 


362.7 


1 


595-1038 


1044 


zf-C2H2 


Zinc finger, C2H2 type 


4.3e- 
140 


478.8 


19 


114-136:142- 

1 £>A- 1 1d 1 Q9» 1 Ofi 

104. i /u-iyz. iyo- 

990-996 948-9^4- 
ZZU . ZZO-ZH O . ZJ *t- 

976-9R9-^04-^1 0- 
332-338-360-366- 
388:394-416:422- 
444-450-472:478- 
500:506-528:534- 
556:562-584:590- 
612:618-640 


1 044 


KR AR 


KRAB box 


6.4e-27 


102.9 


1 


8-48 


1 044- 




BF/D zinc ftnffer 


0 099 


10.5 


2 


431-473:603-641 




PA 

JL -TV 


PA domain 


4.1e-20 


80.3 


1 


155-255 


104K 


TTG 


IPT/TIG domain 

AA A / A AVJ \J.\^1 XA.t4-J.lA 


5.9e-57 


202.6 


3 


803-893:895- 
980:983-1092 


1048 


PSI 


Plexin reneat 


7.4e-26 


99.3 


2 


468-519:759-801 


1048 


Sema 


Sema domain 

X^X XX W V* V XXX M>1 XX 


1.6e-ll 


-3.7 


1 


34-449 


1049 


BTB 


BTB/POZ domain 


1.7e-26 


101.4 


1 


20-124 


1050 
i. \j *j \j 


ABC tran 

iiiJ V LJ. CI 11 


ABC transDorter 


9.9e-37 


135.5 


1 


26-217 


1051 

A V.' *J A 


ZZ 


Zinc fineer. ZZ tvoe 


4.6e-ll 


50.2 


1 


3-48 


1051 


zf-C2H2 


Zinc finger, C2H2 type 


0.012 


22.2 


1 


78-101 


1 0S9 


• 


T"mrr>nnno"1obnHn domain 

AllllllUllV^glVJLILAlllJ. UU i 11C11 11 


1 2e-ll 


52.2 


2 


34-110:150-204 


1053 


CUB 


CUB domain 


2.5e-12 


54.4 


1 


156-260 


1053 


WSC 


WSC domain 


0.002 


18.6 


1 


{ 71-142 






iixirnuiiogioDuiiri uuiiicuii 


0 0026 


24 4 


1 

JL 


36-113 1 


1055 


MHC_I 


Class I Histocompatibility 
dniigcii, uorridiria 


2.4e- 
146 


499.6 


1 


25-203 


1055 


ig 


Immunoglobulin domain 


8.5e-08 


39.3 


1 


220-285 


LVD / 


L,d r _r5 Jr l_Cxi 
TP r 1 


T UP / "RPT / PRTP fbmi1\/ 
LDr / Oil / V^-E/ 1 r idmiiy, 

v_>- Lcriiinicii uu 


0 00076 


-0 R 


1 
i 


917-444 


1062 


PMP22_Claudi 
n 


PMP- 

9 9 PR A /TP /A/TP 9 0 /P1 n 1 1 Hi n 

family 


1.8e-44 


161.2 


1 


4-181 


1064 


PDZ 


PDZ domain (Also known 
as DHR or GLGF) 


4.8e-71 


249.5 


5 


1-84:209-297:310- 
393:409-490:694-775 


1065 


PID 


Phosphotyrosine interaction 
domain (PTB/PID) 


l.le-44 


161.8 


1 


42-168 


1067 


pkinase 


Protein kinase domain 


2.8e~73 


256.8 


1 


12-272 


1068 


lipocalin 


Lipocalin / cytosolic fatty- 
acid binding pr 


5.6e-37 


136.3 


1 


38-185 


1069 


lactamase B 


Metallo-beta-lactamase 


3e-35 


130.6 


1 


7-172 
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Score 


Repeats 


Position 






7 — 

superfamily 










1070 


* 

annexm 


Annexm 


9<=-1 98 


440 1 


4 


57-124- 128-196-212- 
280:288-355 


10/1 


oNr 


o odium :neurotransmitier 
symporter family 


u 




i 

JL 


44-574 


1 ATI 

10/2 




immunogiouuiin uomam 


n ono8 


96 1 




38-122 


1073 


Glypican 


Glypican 


2.1e- 

901 

i 


981.5 


1 


3-566 


1074 


PAP assoc 


PAP/25A associated domain 


4.2e-12 


53.7 




490-549 


1074 


rrm 


KJN A recognition motit. 


9 9/a OR 

/ .ze-uo 






58-1 9^ 


1075 


Glyco_transf_2 

9 


Glycosyltransferase family 


3.6e-69 


243.2 


1 


213-507 


1078 


A2M 


Alpha-2-macrogl obulin 
family 


3.4e- 
iyD 


661.8 


1 


721-1469 


1078 


A2M_N 


Alpha-2-macroglobulin 
tamily JN -terminal regi 


1.6e-88 


307.5 


1 


1-623 


1079 


A2M_N 


Alpha-2-macroglobulin 
family N-terminal regi 


4.7e-90 


312.6 


1 


14-636 


1080 


A2M_N 


Alpha-2-macr ogl obulin 
tamily JN -terminal regi 


1.5e-38 


141.5 


1 


1-563 


1081 


A2M 


Alpha-2-macroglobulin 
family 


1.3e- 
200 


679.9 




721-1469 


1081 


A2MN 


Alpha-2-macroglobulin 
family N-terminal regi 


1.6e-88 


307.5 




1-623 


1082 


A2MJSJ 


Alpha-2-macrogl obulin 
family N-terminal regi 


4.7e-90 


312.6 




1-623 


1083 


COesterase 


Carboxylesterase 


2.1e- 
155 


529.7 




6-547 


1084 


EGF 


EGF-like domain 


9.5e-90 


311.6 


18 


192-219:404- 

431:631-666:878- 

914:920-956:962- 

997:1003-1037:1043- 

1078:1084- 

1 1 1 n.1 

1 1 19: 1 Izj- 
1160:1166- 
1201:1207- 
lz4o. iz4y- 
1285:1291- 
1328:1429- 

1 4^^« 1479 
l'fOO. 1H- 

1507:1626- 
1661:1667-1706 


1084 


TB 


TB domain 


1 0« TO 

l.oe-/o 


in A 1 


/I 

4 


^/^9 £1 fi«£RR 
DO /-0 1U.OOO- 

729:1358-1401:1535- 

1 ^77 
1 J / / 


1086 


fn3 


ribronectm type 111 domain 


D.ye-yo 


"398 Q 

JZO.7 


D 

i 


DID HO 27 . J U JL 

587-609-685-700- 

JO / iUVZi UOJ . 1 \J\J 

786:802-888 


1086 


ig 


Immunoglobulin domain 


3e-24 


94.0 


4 


168-232:285- 

347:1133-1191:1349- 

1409 


1087 


zf-C2H2 


Zinc finger, C2H2 type 


4.6e-33 


123.3 


4 


161-183:189- 
211:217-239:245-267 


1087 


KRAB 


KRAB box 


1.9e-24 


94.6 


1 


14-54 


1088 


KRAB 


KRAB box 


1.9e-24 


94.6 


1 


14-54 


1088 


zf-C2H2 


Zinc finger, C2H2 type 


le-07 


39.1 


1 


161-183 
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T^acnfinf inn 

uescripiiun 


n»- 


□tin t 


Penpal c 
Ixcpcals 


T>ncii*inn 


1JLF 






VdltlC 








1 oso 


Kprnti'n R9 
jvci dim jpz> 


JVCldllll, lllgll oUllUl ajZ, 


9 ^e-1 7 


71 0 

/ X . w 


1 

X 


2-153 






pi U LCI 11 










1 090 


Keratin B2 


Kpratin hi on cmlfur B9 


0 0059 


-33 4 


1 

A 


2-76 






orotein 










1001 


Keratin B2 

jlv.\<x ami lj>^ 


Keratin hi eh sulfur B7 


1 9e-06 


21 1 


2 


2-108:111-205 






Drotein 










1092 


abhvdrolase 


alpha/beta hydrolase fold 


L6e-12 


55.0 


1 


111-390 


1093 

1 u/J 


ahl i vdrnl a ^e 


a1riha/beta hvdrolase fold 


1 6e-12 


55.0 


1 


171-450 


1094 


7tm 3 


7 transmembrane receptor 


5.5e-08 


10.8 


1 


22-271 


1 006 


Ipptiri r* 

IL/L/llli \s 


T pptin C-tvne domain 


2 3e-25 


97 7 


1 

A 


100-208 


1 007 


ICL-Llil \j 


1 pptin C~'-tvnp Horn a in 


6 5e-27 


102 8 


1 

A 


100-208 

AW ^rf W \J 


1 HQS 


9+m 1 


/ xidHsnicmDidiic rcocpiur 


1 7p_4.1 
1 . / c 1 1 


1^11 


1 

i 


41-200 






(rhodopsin family) 










i noo 


QT7 a 

oJtiA 


oxi/\ aoiTiain 


0 000^7 


97 9 


1 
1 


11 0-447 


1 1 nn 




iiTiiTiunogiouuiin QoiTid.111 


Sf=-1 1 

JC-1 1 


50 1 


-x 

J 


146-203-245- 

l*tu iuJ .z<**r^ 














905-331-405 


1 1 m 
x 1U1 


/vn_peroxiaase 


Ammai naem peroxiuabe 


9 7e- 


0 


1 

1 


796-1 965 








104 

1 7*T 








1 1 01 




iinuiunogiuDuiiii u.unia.iii 




1H 1 

1J> J . J> 


4 


248-307*344- 














400:433-490:525-582 


1 1 01 


T T?T? 
x^lviv 


i_/CUl/liiC xSJ.L'll IVCpi/aL 




07 1 




5 1-74-75-98 -99- 












122:123-146:147-170 


1 1 01 

1 1U 1 


T PPPT 
JL,lvl\.V_^ 1 


JL^CUL/lllC 11L/1X ICpCaL 


8 4e-1 1 

O ■*tC 1 1 


49 3 


1 
X 


180-232 






LClllilllal LLLllllctlll 










1 1 01 

1 1 U 1 


vvvc 


von vviiit/Dianu. ld-^tur type 




10 f\ 


1 

1 


1395-1450 






v_>- LlUllldlil 










1 1 ni 


i ii_<a 


1 IL/d. UOIlldlll 


0 09^ 


19 0 


1 
1 


1194-1447 

IJy— X~~ / 




pel (JAlUd.bC 


/vnimai nd-ciri pciuAiuctoc 


9 7e- 


658 0 


1 
1 


702-1241 








104 








1 1 09 


• 


Tm tn nun crl oT^i 1 1 1 ~n r\ c\xw c\\v\ 

11 11 U 1 LlllVJ^HJ UU.1111 LlVJlliCllll 




133 3 


4 


; 924-283-320- 














376*409-466:501-558 


1 102 


r rr 


T.ennine Rinb Reneat 


3 2e-21 


83 9 


4 


51-74:75-98:99- 














122:123-146 


1 102 


T RRCT 


T engine rinh reneat (^!- 


8 4e-ll 


49 3 


1 


156-208 






terminal domain 

i- V> 1 111111U1 UWlllill A A 










1 1 02 


V VVv 


vfin Willebrand factor tvne 


7e-08 


39 6 


1 

A 


1371-1426 






O domain 










1102 

X X \J 


TILa 


TILa domain 


0 023 


12.0 


1 


1370-1423 


1111 


Wl<rinncp 


Prrvfpin VinnQf* Hnmnin 


3e-45 


163 8 


1 

A 


194-468 

A 1 » Vv» L^/ 


1117 
111/ 


A S 


Tnimnnocrlol^Tilin Horn a in 

11 1 1111 HI lUglVJ U U.1 111 UU1 LICXILL 


5 8e-17 


69 8 


4 

r 


30-87-127-186:281- 

^/ \_/ \J f * JL AJ / JL *LV> *W* » JjW *LJr JL 














337:375-434 


I 1 1 s 

II IO 




Ttntn i Tni^»rr1 /^1^n1 Tti /"J/~vmQi'H 
llIllllUIlUglUL/UllIl U-Dllldlll 


0 0001 9 


9R 0 


9 


42-08-136-195 1 


1110 

1117 


1J31N IN 1 


lilipUl 1111" UCLd 1N - Idllllllcll 




00 5 


1 

1 


28-100 






rlnrnfiin 

U-VJlllCllll 










1 1 90 

1 1XV7 


dLllv 


^viiivyiiii icpcal 


7 7e-21 


82 7 


9 


920-952*953-985 


1 1 90 


OJUJ 


uiij aoiiiain 


1 P- 1 S 
L/. 1 C 1 J 


61 1 

KjD. 1 


1 
i 


1022-1079 

lUiiii ivy / -? 


1122 

X J. ^fjLr 


TPR 

X X XV 


TPR Domain 

X X XV J — * Vvl 1 HA. 1 1 1 


6 4e-09 


43 1 


3 


124-157:158- 














191:192-225 


1124 


ank 


Ankyrin repeat 


2.9e-46 


167.1 


6 


31-63:64-96:97- 














129:130-162:163- 














195:196-228 


1125 


ank 


Ankyrin repeat 


3.4e-38 


140.3 


5 


31-63:64-96:97- 














129:130-162:163-195 


1129 


F5 F8 type C 


F5/8 type C domain 


1.4e-54 


194.8 


1 


34-174 


1129 


laminin G 


Laminin G domain 


1.4e-07 


38.6 


1 


212-344 
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ID 


JVloael 


Description 


vqIiio 






Position 


1 nn 

1 ioU 


rD ro type 


JrD/o type o Qomam 


J. .tC'Jt 


1 94 8 


1 


34-174 


1 1 DV 


I amiiiin_vjr 


Lduiinin vj uuixidxii 


3 le-44 


160 4 


4 


212-344*398- 
525:821-943:1046- 

1179 




PHP 


T-?r~Tp— 1 i lef* Hnmam 


9 le-07 


35 9 


2 


551-583:962-996 


11^1 
1 lO 1 


vjiyc-uo ix d-iibi. 

9 


iTtI x/rricul iTCin cfprfl cp 
v_ji y j'l Liuiioiciao'u 


6 5e-31 


116 1 


1 


155-341 


1131 


Ricin B lectin 


QXW lectin repeat 


0.00059 


26.6 


2 


467-507:558-596 


1 tit 
1 lJj 


pKlllaoC 


L 1 LH.t/111 IVUldoC UVJllleXlll 


1 7e-48 


174 5 


1 


11-347 


1135 


C2 


C2 domain 


l.le-42 


155.2 


2 


7-88:135-216 


1 1 

1 LDD 


KiiSUriVr 


Ras-like GTPase 


^ 2e-34 


126 4 


1 


323-513 


1 loD 


T>TT 
r XT 


r XX QOIudin 




39 9 


1 


567-673 


1 133 


15 1 


o i xv moiii 




28 9 


1 


675-711 

V." / w j 1 1 


1137 


MAM 


MAM domain 


Lle-22 


88.9 


1 


452-593 


1 i n 

1137 


LOr 


xivjrr-iiKe aomain 


J.JC-1J 


6^ 9 




60-86-123-157' 163- 
1 97 • 203 -242 : 248-28 3 


1143 


7tm_l 


7 transmembrane receptor 
^rnoaopsm iamiiyy 


0.00045 


-23.4 


1 


1-173 


1 144 


/tm_i 


/ XldllbUlClIlUIallC ICL<C|JUJ1 

(rhodopsin family) 


2 2e-40 


147 6 


1 


40-287 


1 1 A H 
I 14 / 


TT 1 


inieneuKxn- i / 10 




83 5 


1 


12-152 


1 1 A Q 

1 14o 


I «"i TV'S T 

niameni 


lnicxnicuxaic iiidiiiciiL 
protein 


5e-101 


349 0 


1 


1-299 


1 1 

1 1DU 


A/fRHAT 
1vTXj , vJ/\ 1 


TVPROAT fnmilv 


1 4e-06 


-27 4 


1 


130-323 


1151 


filament 


Intermediate filament 

piULCHA 


2.1e- 
116 


400.1 


1 


131-412 


1152 


Peptidase M10 


Matrixin 


4.4e-84 


292.8 


1 


36-202 


1 1 

1 1d2 


hemopexin 


xiemopexin 


UC-J / 


1 ^6 9 


4 


231-273*275- 
317:322-369:371-411 


1 1 

1 Id j 


Jr eptiaase ivi i u 


iviatrixm 


1 t. 1 tC"Ot' 


992 8 


1 


36-202 


1153 


hemopexin 


Hemopexin 


6e-37 


136.2 


4 


231-273:275- 
317-322-369-371-41 1 


1155 


LBP BPI CE 
TP C 


LBP / BPI / CETP family, 
C-terminal do 


3.1e-30 


113.9 


1 


242-478 


1 ire 

HDD 


T OTJ DDT /T? 

L>t>r r>Jrl_Cxi 
TP 


T T5T> / "DPT / PRTP fnmilv 

i-rr>Jr / r>r i / v_/Xi i x^ iamny, 
N-terminal do 




R7 9 


i 
i 


26-240 


1 IDo 


xilVlVjr_DOX 


xiiviLr (nign moDiiuy groups 
box 


D . 1C"J 1 


117 2 


i 
i 


85-153 


1 1 

i i->y 


DJNA__ Iigase 


AiJr aepenaeni uin/v ngase 
uomam 




90^ ^ 

//UJ .J 


1 
i 


480-645 


1159 


zf-PARP 


Poly(ADP-ribose) 
polymerase and DNA- 
Ligase 


8.5e-52 


185.5 


1 


93-185 


1 1 /T A 

1 160 


• 

serpm 


oerpin (^serine protease 
lnniDiTor ) 


/ . / e- 


S1 1 9 


i 
i 


1-425 

J TAJ 


1 167 

1 1 \J 1 




Irnmunofflobulin domain 


3.4e-16 


67.2 


3 


42-96:135-197:237- 
297 


1169 


lectin c 


Lectin C-type domain 


2e-18 


74.6 


1 


131-231 


1171 


WD40 


WD domain, G-beta repeat 


4.4e-80 


279.5 


8 


224-260:280- 
316:321-357:363- 
398:404-440:446- 
491:497-533:539-574 


1172 


MB OAT 


MB OAT family 


1.6e-08 


6.7 


1 


488-777 


1172 


ig 


Immunoglobulin domain 


2.9e-08 


40.9 


2 


42-99:139-198 
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riocpr! niinn 
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JU 

value 


Score 


ReDeats 


Position 


117^ 
x i / j 


TVTROAT 




1 6e-08 


6 7 


1 


488-777 


X X / w> 




TmrminnfTlnTiiilin domain 


2.9e-08 


40.9 


2 


42-99:139-198 


1174 


MBOAT 


MBOAT family 


5.1e-65 


229.4 




130-373 


1 1 7S 


PTF 
r l d 


Pli <~\^ r"\1"ri Rcf'f^rr^ fa mil V 


1 4e-90 

JL m 1 ^< V 


314 4 




6-233 


1 1 


p Q T^parTvv'\/l?i q 

e 


Pn ncrVhfi'HHiYl Qprin p 

decarboxylase 


6 5e-45 


162 6 




232-467 


1 1 84 

HOT 




TSO-22/dm/hnn familv 


L3e-40 


148.4 




124-183 


1 1 o o 


P)PPTV N ter 

XJ X 1 1 V IN LCI 

m 


P)i ripnti npnti rtatiP TV 

(DPP IV) N-termi 


5 le-08 


-71 7 




132-680 


1 1 £8 

1 lOO 


PpntirtaQP SJQ 


Prnlvl n1io"on<*ni"idn*ip "familv 


1.7e-06 


35 0 




684-764 


1189 


DPPIV_N_ter 
m 


Dipeptidyl peptidase IV 
(DPP IV) N-termi 


5. le-08 


-71.7 




132-680 


1189 


Peptidase_S9 


Prolyl oligopeptidase family 


1 .7e-06 


35.0 




684-764 


1190 


DPPIV_N_ter 
m 


Dipeptidyl peptidase IV 
(DPP IV) N-termi 


3.8e-07 


-94.7 




132-667 


1190 


Peptidase_S9 


Prolyl oligopeptidase family 


1.7e-06 


35.0 




671-751 


1191 


Ribosomal S2 
5 


S25 ribosomal protein 


6.5e-66 


232.4 




1-100 


1193 


ank 


Ankyrin repeat 


1.2e- 
239 


809.5 


27 


49-81:82-114:115- 

147:148-180:181- 

213:214-246:247- 

279:280-313:314- 

346:347-379:380- 

*+ 1 Z .^J x -HOj .tDT- 

591:593-625:626- 
658-660-692-696- 
728:729-761:762- 
797*798-827-830- 
864:865-897:898- 
931:932-964:968- 
1000 


X LyHr 


LI ypoiii 


x i ypain 


2 5e-18 


74 3 




166-342 


1196 


vwc 


von Willebrand factor type 

(~* Hnmnirj 

V> LIAJlilCllll 


0.043 


12.4 


2 


50-105:108-163 


1197 


7tm_l 


7 transmembrane receptor 

^IilULlL>palIl JLcullliy^ 


1.2e-28 


108.6 


1 


46-295 


1198 


MethyltransfD 

1 9 


D12 class N6 adenine- 

cnppi'fip TYWA tti pt 


0.0057 


-49.7 


1 


30-153 


1 1 QQ 

i iyy 


lipOt/dllll 


f ■ifir^pal'in / PY/trtcnliP tsiU'V— 
jL<ipuuciiiii / i/y luounis idixy 

acid binding pr 


1 3e-22 


88 6 


1 


32-176 


1 900 


tPl\TA-c;vnt 9 
Livi n /a. oy ill- a, 


tT? TsJA "2vntViptn«;p<? p1a«!^ Tl 

(D, K and N) 


1 4e-91 


315 3 




135-473 


1 900 


LrvlNPV all LI 


fYR-fWIH miplpip apiH 

binding domain 


7 3e-ll 


49 5 




44-118 


1 909 


P A Pi Hin o" 

V r\XJ L'JLIILUJ 1 1; 

2 


P A P) rSinHiticr HPiTnnin 
x pvi_v uiiiunig uuinciiii 


8 6e-09 


-83 1 




5-162 


1203 


RasGEF 


RasGEF domain 


1.9e-16 


68.1 




211-412 


1204 


KH-domain 


KH domain 


1.9e-50 


181.0 




17-63:101-150:265- 
313 


1206 


transket_pyr 


Transketolase, pyridine 
binding domai 


4e-74 


259.7 




14-191 


1206 


transketolase 
C 


Transketolase, C-terminal 
domain 


5e-55 


196.2 




208-331 


1207 


Calsequestrin 


Calsequestrin 


1.7e- 


1001.7 




1-390 
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Position 








297 








1210 


ig 


Immunoglobulin domain 


l.le-13 


58.9 


2 


35-112:154-228 


1213 


cadherin 


Cadherin domain 


9e-81 


281.8 


6 


33-126: 140-235:249- 

'"i A'} .'"i C~l A A O . /I 

343 : 3 5 7-44 b : 462- 
558:576-667 


1214 


calreticulin 


Calreticulin family 


2.7e- 

Art/* 
206 


698.7 


1 


21-317 


1221 


Osteopontin 


Osteopontin 


4.6e- 
173 


588.4 


1 


1-279 


1222 


serpin 


Serpm (serine protease 
inhibitor) 


2.4e- 
155 


529.5 


1 


on A A1 

oU-44.3 


1223 


ig 


V 111*1 * 

Immunoglobulin domain 


4.8e-15 


£L1 A 


Z 


^ 1 1 A1 -1^1 'XC\'X 


1225 


DNA topoisol 

V 


DNA gyrase/topoisomerase 
IV, subunit A 


3,7e- 
180 


611.9 


1 


653-1120 


1225 


DNA_gyraseB 


DNA gyrase B 


1.3e-56 


201.6 


1 


210-370 


1225 


HATPase_c 


Histidine kinase-, DNA 
gyrase B-, and H 


1.8e-13 


58.2 


1 


16-164 


1226 


AMP-binding 


AMP-binding enzyme 


3.6e-80 


279.7 


1 


105-539 


1227 


PCI 


PCI domain 


0.016 


18.5 


1 


26-117 


1228 


Clq 


Clq domain 


5.9e-45 


162.8 


1 


73-202 


1230 


ank 


Ankyrin repeat 


3.6e- 
215 


728.2 


28 


7-39:40-72:86- 

147:148-180:181- 

213:214-246:247- 

279:280-312:313- 

346:347-379:380- 

412:413-445:464- 

496:497-529:530- 

590:591-621:626- 

658:659-691:693- 

125:129-1 6\\1 62- 

794:795-827:832- 

862:864-897:899- 

931:932-965:966- 


1231 


LBP_BPI_CE 
TP C 


LBP / BPI / CETP family, 
C-terminal do 


9.4e-24 


92.3 


1 


242-470 


1231 


LBP_BPI_CE 
TP 


LBP / BPI / CETP family, 
N-terminal do 


3.3e-22 


87.2 


1 


26-240 


1232 


LBP_BPI_CE 
TP C 


LBP / BPI / CETP family, 
C-terminal do 


3.1e-22 


87.3 


1 


242-470 


1232 


LBP BPI CE 
TP 


LBP / BPI / CETP family, 
N-terminal do 


3.3e-22 


87.2 




26-240 


1233 


LBP BPI CE 
TP C 


LBP / BPI / CETP family, 
C-terminal do 


9.4e-32 


H8. 9 




242-478 


1233 


LBP BPI CE 
TP 


LBP / BPI / CETP family, 

"V T * It 

N-terrmnal do 


3.3e-22 


r-j *~f 

87.2 


1 


26-240 


1237 


ig 


Immunoglobulin domain 


2.8e-30 


H4.0 


3 


28-86:127-184:219- 
277 


1237 


fh3 


Fibronectin type III domain 


2.6e-28 


107.5 


9 


299-385:396-481 


1238 


Nuf2 


Nuf2 family 


8.7e- 
104 


358.2 


1 


1-148 


1240 


Sema 


Sema domain 


2.2e- 
177 


602.7 


1 


59-496 


1243 


rrm 


RNA recognition motif. 


0.05 


15.7 


1 


17-93 


1247 


EGF 


EGF-like domain 


4.8e-56 


199.6 


17 


105-135:148- 
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1 /o: iy 1-221:234- 
264:277-307:320- 
j)DUoo4-oyo:4uy- 
439:452-482:495- 

J*iJ.JjO"JDO.JO 1 

61 1 -6^4-656-660- 

699:712-742:755- 
785*798-828 


1249 


IBR 


IBR domain 


0.069 


5.8 


2 


36-104:111-167 


1251 


A a trans 


Tran^rnernhranp amino acid 

transporter protein 


3 7e-46 








1252 


A a trans 


Tnn<!tTipmhranp amino aciH 

J- 1 u.iiOXiiwlilL'l CUlw £4.111111. U uvlU 

transoorter nrotein 










1254 


FGF 


Fibroblast growth factor 


1.7e-37 


138.0 


1 


36-166 


1255 


LRR 

" * 1 V.X X- 


Leucine Rich Rpnpat 


0 0019 


24 9 




4Q-70 ■ 7 1 -.0? • 04- 

115:116-137 


1256 


RPE65 


Retinal nioment enithplial 

membrane nrotein 


5 8e-83 

JtOv UJ 


2S9 0 




^5-570 


1257 


RPE65 


Retinal pigment epithelial 
membrane nrotein 


4.7e-82 


286.0 




24-561 


1258 


ig 


Immunoglobulin domain 


3.1e~15 


64.1 




39-97:128-189 


1261 


serpin 


Seroin ( serine protease 
inhibitor) 


1 9e-56 


200 9 




x> j — rx>«p 


1263 


arf 

WX. X 


ADP-ribosvl ati on factor 
familv 


1 9e-09 


-6 8 




9-18? 


1264 


PAP2 


PAP2 superfamily 


3e-ll 


50.8 




95-241 


1265 


SRCR 


Scavenger recent or 
cysteine-rich domain 


1 3e- 
128 


440 7 

1 I V. / 


5 


329:360-459:477-574 


1266 


SRCR 


Scavenger recentor 
cysteine-rich domain 


1 3e- 
128 


440 7 


~j 


329-360-459-477-574 


1270 


Armadillo_seg 


Armadillo/beta-catenin-like 
repeat 


1 4e-05 


32 0 


4 

r 


53-93-546-586-633- 
673:675-716 


1273 


pkinase 


Protein kinase domain 

v ^» X X. A. X m_X X X **>4- ^» ^X V X X X X X X 


8e-77 


268 6 


1 

X 


103-387 


1275 


Reprolysin 


Reprolysin (M12B) family 
zinc met alio i 

* — 1 X X A X X X br L-X- X X 


3e-88 


306.6 


1 


227-426 


1275 


PepJVI12B_pr 
opep 


Reprolysin family 
propeptide 


1.3e-31 


118.4 


1 


97-215 


1275 


disintegrin 


Disintegrin 


2.5e-23 


90.9 


1 


443-518 


1277 


ank 


Ankyrin repeat 


2.6e-17 


70.9 


2 


301-339:340-373 


1278 


P eotidase M 1 


Pentidase familv 1VT1 


2 6e- 
112 

X X xW 


386 5 


i 

i 




1284 


Aajxans 


Transmembrane amino acid 
transporter nrotein 


L4e-31 


118.3 


1 


4-407 


1285 


UPF0083 


Uncharacterised protein 
family (TJPF0083) 


1.9e-05 


14.5 


1 


73-213 


1288 


LRR 


Leucine Rich Repeat 


1.3e-23 


91.9 


7 


66-89:90-113:114- 

137:138-161:163- 

186:187-210:211-233 


1288 


ig 


Immunoglobulin domain 


2.7e-07 


37.7 


1 


314-372 


1288 


LRRCT 


Leucine rich repeat C- 
terminal domain 


5.6e-05 


30.0 


1 


252-297 


1290 


LRR 


Leucine Rich Repeat 


2.2e-12 


54.6 


3 


61-84:85-108:110- 
132 


1291 


DAGKc 


Diacyl glycerol kinase 
catalytic domain 


0.063 


-14.5 


1 


74-220 
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1292 


ig 


Immunoglobulin domain 


6.7e-10 


46.3 


2 


48-124:161-219 






iiriiiiunogioDuiiii uoiiiaiii 


o. /e-iu 


HO.D 


o 

Z 


A2 1 OA- 1^1 01 O 


1295 


Clq 


Clq domain 


1.4e-48 


174.8 


1 


72-198 


1 9Q£ 


/ im k 


/ transmemDrane receptor 

^XIlUUUpMIl Idlllliy^ 


9 OA 

z.je-Z4 


V4.3 


1 


ACi Til 


1297 


Plectin 


Plectin repeat 


L6e-86 


300.8 


6 


2734-2778:2808- 
2852:2897- 
2939:3003- 
3042:3043- 

inC7>11 1 Q 11^ 

jUo /.J 1 iy-3 103 


1297 


CH 


Calponin homology (CH) 
domain 


1.6e-72 


254.3 


2 


213-316:329-433 


1 907 


spectrin 


opectnn repeat 


n 090 


Q O 


i 
i 


oon nfi/1 

o&y-yy4 




IT 1 CO till 


x^ieciin repeat 


i .oe-oo 


jUU.O 


o 


2864:2909- 

90^ 1 .1A1 < 

3054:3055- 

IftQQ-^l^l ^17^ 


1298 


CH 


Calponin homology (CH) 

Hrvm n in 


3.1e-69 


243.4 


2 


213-328:341-445 


1298 


spectrin 


Spectrin repeat 


0.029 


8.2 


1 


901-1006 


1306 


MAM 


A/T A A/f Hnmain 

_LV.LfA.lYJ. UUllldlll 




176 1 




*+zz-j y j 


1306 


ig 


Immunoglobulin domain 


5.4e-18 


73.2 




26-93:132-191:228- 

987 


1308 


Acyl-CoA_dh 


Acyl-CoA dehydrogenase, 

C-tPTTtiinal Hntnfl 

V-*' Wji. llllllt.il VJ-VJILMX 


1.6e-49 


178.0 


1 


618-769 


1308 


Acyl- 

CoA dh M 


Acyl-CoA dehydrogenase, 


1.4e-06 


15.3 


1 


505-614 


1309 


Acyl-CoA_dh 


Acyl-CoA dehydrogenase, 

i" 1 — terminal rinma 


1.6e-49 


178.0 


1 


600-751 


1309 


CoA dh M 


Arvl-PnA (~\ p'Vw? r\v c\cyf*r\ ncp 
■middle* dnmpun 


i ,^+e-uo 


1 *s ^ 
IJ.J 


— j 


4R7 <\Q£ 

4o /-jyo 


1311 


IO 


TO nalninrliiliTi-hi'nHi'no" 

-*-V^[ wClliJLJLVJVwidllll U*lllUlll£i 

motif 


0 000^9 


97 2 


9 


71 *5 -7^ -7^ 8-7^8 

/ 1J"/ JJ. / JO" /JO 


1312 


SAM 


SAM domain (Sterile alpha 
motif) 


3.9e-13 


57.1 


2 


304-369:382-446 


1314 


HECT 


HECT-domain (ubiquitin- 
transferase) 


5.3e- 
196 


664.5 


1 


2002-2309 


1315 


PAP2 


PAP2 superfamily 


7.8e-28 


105.9 


1 


56-218 


1316 


PAP2 


PAP2 superfamily 


1.6e-32 


121.5 


1 


88-236 


1317 


ig 


Immunoglobulin domain 


2.7e-07 


37.6 


1 


41-116 


1321 


LRR 


Leucine Rich Repeat 


1.9e-66 


234.2 


20 


145-168:169- 

194:195-217:240- 

265:266-285:287- 

310:311-336:337- 

356:358-381:382- 

An7-40R-497-A90- 

452:453-478:479- 
498:500-523:524- 
549:550-569:571- 
594:595-620:621-644 


1321 


LRRNT 


Leucine rich repeat N- 
terminal domain 


0.0027 


24.4 


1 


115-143 


1322 


ig 


Immunoglobulin domain 


3.6e-14 


60.5 


3 


34-120:157-215:267- 
321 
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up- 
value 


ocore 


xvepeuis 




ldZd 


ig 


immunoglobulin domain 


/.oe-uo 


^9 R 


.J 


^4-190-1 S7-91 ^-967- 

Jt" A ZV. A J / ~Z, A ^ .Z/U / 

313 


1 "lO/l 

1 Jz4 


ISp_ 1 


i nromDOsponom type i 

Hntn din 


\j .\j\j\jjy 


97 9 


1 

A 


37-81 

J / O A 


1 ^98 




^ f^d Ti/'f a ti ctp'T" rf 3 ^ f^rvt" rvr 
O^dVCllgCl ICUCjJLUl 

cvstisiiift-riicVh Horn a in 


1 5e- 
171 


583 3 


5 


14-111-188-285:300- ! 
397:405-503:638-730 


1 331 




1—fA. L1.CLLL\JL 


1 5e-06 


35 2 


3 


12-40:48-76:85-113 


1333 


W 111 


writ fatnilv 

villi JL £111 111 _y 


6.8e- 
205 


694.1 


1 


40-365 


1 ^6 

IjjU 




JV/1 T J' virip fi n o pt 

1 V I i/j <£iH1V AlllgVA 


3.2e-32 


120 5 




323-375 


1336 


SAP 


SAP domain 


2.4e-05 


31.2 


; 


11-45 


1337 


FA desaturase 


Fatty acid desaturase 


2.1e-76 


267.3 




71-296 


1 Joo 


Ketroti ans gag 


rveiTOTransposon gag proiem 


0 0Q7 


o. / 




900-300 


1 J4U 


actin 




l .yc-\j i 


917^ 


— : 




1-367 


1 i/t 1 
1 J41 


ion ti ans 


ion transport protein 




99 5 




117-302 

XI/ 


1343 


fh3 


Fibronectin type III domain 


7.3e-33 


122.6 


2 


394-480:492-578 


1 ^ A 1 

1343 


ig 


immunogioDunn domain 


1 1 (> 9^ 


09 1 




194-1 82-224- 

AZ*T A OZ.ZZ*T _ 

281:316-372 


1344 


ig 


Immunoglobulin domain 


5e-56 


199.5 


6 


53-110:150-216:255- 

310-350-417-456- 

516:553-617 


1344 


MAM 


MAM domain 


1.3e-52 


188.2 


1 


753-918 


1345 


* 

ig 


Immunoglobulin domain 


D.ye-UD 


OQ Q 


i 

A 


1 R£ 9SS 


1345 


kazal 


Kazal-type serine protease 
inhibitor domain 


0.00028 


27.6 


1 


121-168 


1 ■■> /I o 

1348 


* 

ig 


Immunoglobulin domain 


^.4e-D i 


1 OJ.J 


o 


61-1 90- 1 SS-91 4-9SR- 

315:348-404:440- 
497:530-596 


\1 AO 


tn3 


ribronectm type ill domain 


4.4e-4U 






61 ^-704*71 7- 

807*819-907-919- 

1002 


1 i^n 


• 

serpm 


oerpm ^serine proieat>e 
inhibitor) 


^ 9p- 

205 


6QS 9 


1 

A 


46-402 


1 i^i 




L-/aSpaSG rCL/rUlLIIieili QUIIlalll 


1 ^p-^9 

1 ,JC J/i 


191 R 

A Zy A . O 


1 
A 


2-91 


1355 


ank 


Ankyrin repeat 


l.le-45 


165.2 


6 


31-63:64-96:97- 
129-130-162-163- 

li/-7. A Ju lvi<i AV/w/ 

195-196-228 


1 J JO 




Pmtpin nocp nrvtTl Q in 
JT IL/LC111 IvlilCtoC CLUlllCtlll 


Q 6e-64 


225 2 


1 


221-479 




f T? XT A .cvnt 1 


L, M and V) 


1 1e-05 

A . A C \J~J 


-214 4 


1 


31-383 


IjOU 


ivirrv^. ii uc id 


wlaoo 1JL AllollJC'UilijJdIliJliliy 

antigen, beta 


1 7e-41 


151 3 

1 w' 1 . 


1 


41-117 




!g 


llTlIIlUIlUglUlJU.1111 UUillalll 


A . A C UO 


42 3 




114-200-236- 
294:344-398 


1364 


Tissue fac 


Tissue factor 


0.069 


-126.3 


1 


1-271 


1364 


fn3 


Fibronectin type III domain 


0.095 


14.9 


1 


35-125 


1365 


IL1 


Interleukin-1 / 18 


7.6e-30 


112.6 


1 


11-155 


1366 


A2M 


Alpha-2-macroglobulin 
family 


le-210 


713.4 


1 


722-1449 


1366 


A2M_N 


Alpha-2-macroglobulin 
family N-terminal regi 


4.7e-90 


312.6 


1 


1-623 


1368 


UPAR LY6 


u-PAR/Ly-6 domain 


6.8e-37 


136.0 


1 


27-106 
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685 


Guanylin 


Guanylin precursor 


0.72 


1.2 


1 


1-27 


685 


hormone 


Somatotropin hormone family 


6.7e-18 


49.4 


1 


9-57 


685 


DUF756 


Domain of unknown function 
(DUF756) 


0.4 


5.1 


1 


99-125 


686 


Guanylin 


Guanylin precursor 


0.72 


1.2 


1 


1-27 


686 


hormone 


Somatotropin hormone family 


3.6e-56 


157.9 


1 


9-151 


686 


PI3 PI4 kinase 


Phosphatidyl inositol 3- and 4-kinase 


0.97 


3.4 


1 


172-205 


688 


hormone 


Somatotropin hormone family 


1.5e-68 


192.9 


1 


9-151 


689 


serpin 


Serpin (serine protease inhibitor) 


3.2e-21 


71.8 


1 


49-156 


689 


serpin 


Serpin (serine protease inhibitor) 


5.2e-57 


193.9 




160-397 


690 


PH 


PH domain 


0.042 


8.1 


1 


I -20 


690 


efhand 


BF hand 


9.2e-05 


21.0 


1 


34-62 


690 


efliand 


EF hand 


0.0023 


15.8 




70-98 


690 


PI-PLC-X 


Phosphatidylinositol- specific phospho 


5.9e-17 


60.5 




1 87-222 


691 


Lipase 3 


Lipase (class 3) 


6.9e-18 


63.4 


i 


366-505 


691 


Desulfoferrodox 


Desulfoferrodoxin 


0.9 


2.2 




528-533 


692 


PH 


PH domain 


4.7e-05 


17.9 


! 


20-127 


692 


DUF482 


Protein of unknown function, DUF482 


0.8 


2.7 




50-67 


692 


Phage_TAC 


Phage tail assembly chaperone 


0.21 


5.3 


1 


225-245 


692 


Glyco hydro 31 


Glycosyl hydrolases family 31 


0.8 


0.9 


1 


344-379 


692 


NHL 


NHL repeat 


0.25 


8.5 


1 


494-509 


692 


EspB 


Enterobacterial EspB protein 


0.27 


2.1 


1 


560-578 


694 


GDA1_CD39 


GDA1/CD39 (nucleoside phosphatase) 
fa 


1.6e-55 


187.0 


1 


93-332 


694 


Ppx-GppA 


Ppx/GppA phosphatase family 


0.4 


3.5 


1 


249-261 


694 


GDA1_CD39 


GDA1/CD39 (nucleoside phosphatase) 
fa 


5.1e-05 


15.7 




430-480 


695 


7tm 1 


7 transmembrane receptor (rnodopsin i 


8.1e-28 


82.0 




22-294 


695 


GSPII N 


Bacterial type II secretion system pr 


0.41 


3.4 


i 


110-118 


695 


GASA 


Gibberellin regulated protein 


0.72 


0.6 




176-197 


696 


DUF716 


Family of unknown function (DUF716) 


0.93 


3.4 




45-73 


696 


DcuC 


C4-dicarboxylate anaerobic carrier 


0.4 


4.3 


1 


46-67 


696 


FLO LFY 


Floricaula / Leafy protein 


0.22 


2.7 


1 


146-159 


696 


lectin c 


Lectin C-type domain 


1.9e-07 


31.5 


1 


181-286 


696 


Rubella E2 


Rubella membrane glycoprotein E2 


0.95 


A 

1.4 


1 


284-312 


698 


CDtoxinC 


Cytolethal distending toxin C 


0.43 


3.9 


1 


9-33 


698 


GDA1_CD39 


GDA1/CD39 (nucleoside phosphatase) 
fa 


1.6e-62 


210.7 




40-275 


698 


GDA1_CD39 


GDA1/CD39 (nucleoside phosphatase) 
fa 


0.016 


7.2 


2 


376-393 


700 


zf-MYND 


MYND fmger 


0.39 


5.1 


1 


173-192 


700 


Ribosomal L44 


Ribosomal protein L44 


0.33 


5.8 


1 


183-208 


700 


ZZ 


Zinc finger, ZZ type 


0.0003 


17.8 


1 


184-211 


700 


PilP 


Pilus assembly protein, PilQ 


0.028 


8.4 


1 


228-244 


700 


myb_DNA- 
binding 


Myb-like DNA-binding domain 


2.6e-09 


37.1 


1 


231-278 


700 


RRS1 


Ribosome biogenesis regulatory protei 


0.85 


3.5 




379-390 


701 


sigma70 ner 


Sigma-70, non-essential region 


0.45 


3.2 




616-628 


702 


zf-ANl 


AN 1 -like Zinc finger 


0.032 


10.1 




13-52 


702 


zf-ANl 


AN 1 -like Zinc finger 


9.2e-06 


22.6 




103-135 


703 


CRAL TRIO N 


CRAL/TRIO, N-terminus 


3.8e-13 


44.7 




3-71 


703 


DnaJ C 


DnaJ C terminal region 


0.054 


8.2 




8-20 


703 


CRAL TRIO 


CRAL/TRIO domain 


1.4e-44 


151.9 




85-244 


704 


Adrenomedullin 


Adrenomedullin 


0.82 


2.4 




142-167 
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704 


Rhomboid 


Rhomboid family 


1.6e-14 


55.3 




201-304 


705 


TRAP alpha 


Translocon-associated protein (TRAP), 


0.41 


3.2 


-\ 


413-434 


705 


GKAP 


Guanylate-kinase-associated protein ( 


2.7e- 

292 


981.2 




621-979 


705 


PLRV ORF5 


Potato leaf roll virus readthrough pr 


0.13 


4.1 


1 


752-766 


705 


DUF887 


Eukaryotic protein of unknown functio 


1 


2.6 


1 


797-815 


705 


CYTH 


CYTH domain 


0.26 


6.4 




816-858 


705 


SeqA 


SeqA protein 


0.38 


3.6 


1 


824-837 


706 


LBP BPI CETP 


LBP / BPI / CETP family, N-terminal d 


4.5e-36 


123.6 


! 


33-191 


706 


ABG transport 


AbgT putative transporter family 


0.27 


2.7 




196-205 


706 


LBP BPI CETP 

C 


LBP / BPI / CETP family, C-terminal d 


8.3e-14 


49.9 


i 


253-456 


706 


HS2ST 


Heparan sulfate 2-O-sulfotransferase 


0.21 


4.8 


1 


309-338 


707 


Phage integr N 


Phage integrase, N-terminal SAM-like 


0.36 


5.2 


i 


103-121 


707 


Glyco transf 8 


Glycosyl transferase family 8 


0.00044 


15.9 


i 


268-340 


708 


LIM 


LIM domain 


9.7e-16 


57.8 


i 


13-69 


708 


zf-HIT 


HIT zinc finger 


0.57 


6.9 


i 


55-65 


709 


DUF572 


Family of unknown function (DUF572) 


1.9e- 
204 


689.4 


1 


1-376 


710 


Collagen 


Collagen triple helix repeat (20 copi 


1.6e-14 


56.8 


l 


67-126 


710 


Collagen 


Collagen triple helix repeat (20 copi 


3.6e-08 


32.9 


2 


127-174 


710 


Collagen 


Collagen triple helix repeat (20 copi 


4.1e-07 


29.0 


3 


183-232 


710 


Collagen 


Collagen triple helix repeat (20 copi 


0.25 


7.3 


A 

4 


237-254 


710 


Collagen 


Collagen triple helix repeat (20 copi 


4.4e-ll 


43.9 


6 


293-346 


710 


Collagen 


Collagen triple helix repeat (20 copi 


6.4e-07 


28.2 


7 


359-389 


710 


Collagen , 


Collagen triple helix repeat (20 copi 


0.42 


6.4 


8 


400-418 


710 


Collagen 


Collagen triple helix repeat (20 copi 


0.00074 


16.8 


9 


423-448 


710 


Collagen 


Collagen triple helix repeat (20 copi 


8.6e-08 


31.5 


10 


451-483 


710 


Collagen 


Collagen triple helix repeat (20 copi 


l.le-11 


46.2 


11 


493-550 


710 


Collagen 


Collagen triple helix repeat (20 copi 


6.8e-06 


24.4 


12 


556-593 


710 


Collagen 


Collagen triple helix repeat (20 copi 


0.0014 


15.7 


13 


595-622 


710 


Collagen 


Collagen triple helix repeat (20 copi 


1.8e-06 


26.6 


14 


624-659 


710 


Collagen 


Collagen triple helix repeat (20 copi 


4.1e-12 


47.8 


15 


684-743 


710 


Collagen 


Collagen triple helix repeat (20 copi 


2.4e-05 


22.3 


16 


744-774 


710 


Collagen 


Collagen triple helix repeat (20 copi 


2e-ll 


45.2 


17 


781-829 


710 


Collagen 


Collagen triple helix repeat (20 copi 


0.00026 


18.5 


18 


830-859 


710 


Collagen 


Collagen triple helix repeat (20 copi 


8.1e-15 


57.9 


19 


860-919 


710 


Collagen 


Collagen triple helix repeat (20 copi 


2e-12 


48.9 


20 


920-979 


710 


Collagen 


Collagen triple helix repeat (20 copi 


3.5e-06 


25.5 


21 


1000- 
1031 


710 


Collagen 


Collagen triple helix repeat (20 copi 


1.9e-ll 


45.2 


22 


1033- 
1090 


710 


Collagen 


Collagen triple helix repeat (20 copi 


6.6e- 11 


43.2 


23 


1099- 
1154 


710 


Collagen 


Collagen triple helix repeat (20 copi 


3.9e-13 


51.6 


24 


1155- 
1214 


710 


Collagen 


Collagen triple helix repeat (20 copi 


0.0069 


13.1 


25 


1217- 
1234 


710 


Herpes_LP 


Herpesvirus leader protein 


0,94 


2.5 


1 


1228- 
1243 


710 


Collagen 


Collagen triple helix repeat (20 copi 


0.0001 


20.0 


26 


1238- 
1269 


710 


Collagen 


Collagen triple helix repeat (20 copi 


4e-09 


36.5 


27 


1278- 
1337 
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71 0 


f**n1 1 2\ o^en 


rnllnapn trinle helix reneat f20 cooi 


1.9e-13 


52.8 


28 


1341- 

1394 


710 


Coll a fen 


Collao-en trinle helix repeat (20 copi 


7.1e-06 


24.3 


29 


1401- 
1434 


710 


Collagen 


Collagen triple helix repeat (20 copi 


0.0012 


16.0 


30 


1435- 
1483 


710 


C4 


C-terminal tandem repeated domain in 


2e-69 


240.8 


1 


1489- 
1596 


710 


C4 


C-terminal tandem repeated domain in 


1.3e-77 


268.0 


2 


1597- 
1711 


111 


MGAT2 


N-acetylglucosaminyltransferase II (M 


0.36 


0.6 


1 


61-69 


711 


Idl recept a 


Low-density lipoprotein receptor doma 


7.7e-15 


51.1 


1 


67-108 


111 

/ A A 


ldl recept a 


Low-density lipoprotein receptor doma 


4e-10 


35.6 


2 


112-152 


711 

# A A 


DUF351 


Domain of Unknown Function 
(DUF351) 


0.25 


4.8 


1 


136-144 


711 


EGF 


EGF-like domain 


0.00011 


19.6 


1 


157-190 


711 


EGF 


EGF-like domain 


0.0004 


17.6 


2 


196-230 


711 


ldl recept b 


Low-density lipoprotein receptor repe 


7.3e-10 


34.9 


1 


332-373 


111 


ldl recept b 


Low-density lipoprotein receptor repe 


2.7e-07 


26.4 


2 


375-417 


111 


ldl_recept_b 


Low-density lipoprotein receptor repe 


7.6e-08 


28.2 


3 


419-461 


111 


EGF 


EGF-like domain 


0.045 


10.2 


3 


512-553 


111 


ldl recept b 


Low-density lipoprotein receptor repe 


8.3e-10 


34.7 


4 


605-646 


111 


ldl recept b 


Low-density lipoprotein receptor repe 


8.4e-ll 


38.1 


5 


648-692 


111 

# A A. 


ldl recept b 


Low-density lipoprotein receptor repe 


1.8e-09 


33.6 


6 


694-742 


711 


ldl recept b 


Low-density lipoprotein receptor repe 


0.00039 


15.9 


7 


744-781 


711 


EGF 


EGF-like domain 


0.00036 


17.8 


4 


835-870 


711 


ldl recept a 


Low-density lipoprotein receptor doma 


6.6e-17 


57.9 


3 


882-920 


711 

/ A A 


sauash 


Sauash family serine protease inhibit 


0.6 


2.5 


1 


892-908 


711 


ldlrecepta 


Low-density lipoprotein receptor doma 


5.8e-15 


51.5 


4 


921-961 


71 1 

/ A 1 


1H1 recent a 


Low-densitv lipoprotein receptor doma 


1.6e-15 


53.3 


5 


962- 
1001 


71 1 

/ A A 


1 HI recent a 


Low-densitv lipoprotein receptor doma 

? 


2.1e-18 


62.8 


6 


1002- 
1041 


71 1 

/AX 


DX 


DX module 


0.78 


3.2 


1 


1016- 
1047 


71 1 
/ii 


Irll repent a 


Low-densitv lipoprotein receptor doma 


8.9e-16 


54.2 


7 


1043- 
1081 


71 1 

ILL 


1H1 recent n 


Low-densitv lipoprotein receptor doma 


2.3e-14 


49.5 


8 


1088- 
1127 


71 1 

ILL 


1H1 reeent n 


T>ow-densitv linonrotein receptor doma 


6.8e-ll 


38.1 


9 


1130- 
1170 


71 1 


1H1 recent pi 


Low-densitv lipoprotein receptor doma 


1.6e-06 


23.6 


10 


1173- 
1206 


71 1 

ILL 


FGF 


RGF-lilce domain 


2.1e-07 


29.5 


7 


1213- 
1249 


HI 1 

71 1 


pni\/f 1 /f 

CJ3JV1_a4 


L^niim oinaing r enrropnin-/\. uuiridin 


0 1 


6 7 


1 

L 


1235- 
1255 


711 


EGF 


EGF-like domain 


0.099 


9.0 


8 


1255- 
1289 


711 


ldl_recept_b 


Low-density lipoprotein receptor repe 


4.6e-09 


32.3 


9 


1337- 
1382 


711 


ldl_recept_b 


Low-density lipoprotein receptor repe 


6.3e-15 


51.8 


10 


1384- 
1425 


711 


ldl_recept_b 


Low-density lipoprotein receptor repe 


3.3e-ll 


39.4 


11 


1427- 
1472 
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711 


ldl_recept_b 


Low-density lipoprotein receptor repe 


0.094 


8.0 


12 


1474- 
1515 


711 


ldl_recept_b 


Low-density lipoprotein receptor repe 


0.0042 


12.5 


13 


1517- 
1558 


711 


EOF 


EGF-like domain 


0.00016 


19.0 


9 


1568- 
1606 


711 


ldl_recept_b 


Low-density lipoprotein receptor repe 


1.6e-12 


43.8 


14 


1655- 
1696 


711 


ldl_recept_b 


Low-density lipoprotein receptor repe 


0.003 


13.0 


15 


1698- 
1740 


711 


ldl_recept_b 


Low-density lipoprotein receptor repe 


1.7e-07 


27.1 


16 


1742- 
1780 


711 


ldl_recept_b 


Low-density lipoprotein receptor repe 


0.003 


13.0 


17 


1782- 
1822 


711 


EGF 


EGF-like domain 


2.2e-06 


25.8 


10 


1875- 
1911 


711 


Keratin 


Keratin 


0.43 


1.6 


1 


1881- 
1894 


711 


DUF244 


Uncharacterized protein family (ORF7) 


0.77 


1.6 


1 


1934- 
1952 


711 


ldl_recept_b 


Low-density lipoprotein receptor repe 


7.6e-08 


28.2 


18 


1959- 
2000 


711 


ldl_recept_b 


Low-density lipoprotein receptor repe 


2.7e-13 


46.3 


19 


2002- 
2043 


711 


ldl_recept_b 


Low-density lipoprotein receptor repe 


3.1e-ll 


39.5 


20 


2045- 
2087 


711 


ldl_recept_b 


Low-density lipoprotein receptor repe 


0.00065 


15.2 


21 


2089- 
2118 


711 


EGF 


EGF-like domain 


8.7e-06 


23.6 


11 


2184- 
2219 


711 


ldl_recept_b 


Low-density lipoprotein receptor repe 


0.49 


5.6 


22 


2318- 
2365 


711 


malic_N 


Malic enzyme, NAD binding domain 


0.26 


2.4 


1 


2340- 

2362 


711 


ldl_recept_b 


Low-density lipoprotein receptor repe 


7.6e-14 


48.1 


23 


2367- 
2410 


711 


ldl_recept_b 


Low-density lipoprotein receptor repe 


0.0026 


13.2 


24 


2412- 
2440 


711 


ldl_recept_b 


Low-density lipoprotein receptor repe 


0.00025 


16.6 


25 


2453- 
2479 


711 


EGF 


EGF-like domain 


0.67 


6.0 


12 


2505- 
2528 


711 


ldl_recept_a 


Low-density lipoprotein receptor doma 


1.5e-14 


50.2 


11 


2545- 
2586 


711 


ldl_recept_a 


Low-density lipoprotein receptor doma 


6.2e-13 


44.8 


12 


2587- 
2625 


711 


ldl_recept_a 


Low-density lipoprotein receptor doma 


1.4e-14 


50.2 


13 


2626- 
2664 


711 


ldl_recept_a 


Low-density lipoprotein receptor doma 


9.4e-ll 


37.6 


14 


2682- 
2713 


711 


ldl_recept_a 


Low-density lipoprotein receptor doma 


7.3e-10 


34.7 


15 


2717- 
2753 


711 


ldl_recept_a 


Low-density lipoprotein receptor doma 


5.2e-ll 


38.5 


16 


2755- 
2795 


711 


ldl recept a 


Low-density lipoprotein receptor doma 


1.8e-17 


59.8 


17 


2796- 
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2838 


711 


ldl_recept_a 


Low-density lipoprotein receptor doma 


5.8e-14 


48.2 


18 


2840- 
2879 


711 


ldl_recept_a 


Low-density lipoprotein receptor doma 


5.1e-ll 


38.5 


19 


2880- 

2923 


711 


ldl_recept_a 


Low-density lipoprotein receptor doma 


5.1e-12 


41.8 


20 


2926- 
2964 


711 


EGF 


EGF-like domain 


0.61 


6.1 


13 


2928- 
2962 


711 


dickkopfJM 


7/11 2849 2856.. 47 54 


0.32 


4.9 


8 


2935- 
2942 


711 


Oniega-atracotox 


Omega-atracotoxin 


0.46 


3.7 


2 


2937- 
2957 


711 


EGF 


EGF-like domain 


3.9e-06 


24.9 


14 


2967- 
3003 


711 


TIL 


Trypsin Inhibitor like cysteine rich 


6.4e-05 


16.4 


2 


2987- 
3009 


711 


EGF 


EGF-like domain 


0.00094 


16.3 


15 


3009- 
3034 


711 


ldl_recept_b 


Low-density lipoprotein receptor repe 


8.1e-09 


31.5 


26 


3092- 
3134 


711 


ldl_recept_b 


Low-density lipoprotein receptor repe 


4.1e-07 


25.8 


27 


3136- 
3177 


711 


ldl_recept__b 


Low-density lipoprotein receptor repe 


l.le-08 


31.0 


28 


3179- 
3221 


711 


ldl_recept_b 


Low-density lipoprotein receptor repe 


0.078 


8.3 


29 


3223- 
3251 


711 


ldl_recept_b 


Low-density lipoprotein receptor repe 


0.0013 


14.2 


30 


3262- 
3289 


711 


EGF 


EGF-like domain 


1.6e-06 


26.3 


16 


3314- 
3350 


711 


TNFR_c6 


1/3 69 84.. 1 18 


0.42 


6.2 


2 


3337- 
3352 


711 


ldl_recept_a 


Low-density lipoprotein receptor doma 


1.9e-12 


43.2 


21 


3352- 
3391 


711 


ldl_recept_a 


Low-density lipoprotein receptor doma 


1.4e-12 


43.7 


22 


3392- 
3430 


711 


ldl_recept_a 


Low-density lipoprotein receptor doma 


3.9e-12 


42.2 


23 


3431- 
3470 


711 


ldl_recept_a 


Low-density lipoprotein receptor doma 


3.5e-17 


58.8 


24 


3471- 
3510 


711 


SAPA 


Saposin A-type domain 


0.039 


6.0 


1 


3479- 
3492 


711 


Sar8_2 


Sar8.2 family 


0.12 


6.9 


1 


3480- 
3500 


711 


ldljrecept_a 


Low-density lipoprotein receptor doma 


1.4e-19 


66.7 


25 


3511- 
3549 ' 


711 


ldljrecept_a 


Low-density lipoprotein receptor doma 


8.3e-13 


44.4 


26 


3550- 
3588 


711 


EGF 


EGF-like domain 


0.54 


6.3 


17 


3552- 
3586 


711 


ldl_recept_a 


Low-density lipoprotein receptor doma 


1.3e-14 


50.4 


27 


3590- 
3626 


711 


dickkopf_N 


7/11 2849 2856 .. 47 54 


0.057 


7.2 


10 


3596- 

3604 
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711 


ldl_recept_a 


Low-density lipoprotein receptor doma 


6e-14 


48.1 


28 


3629- 
3666 


711 


Herpes_PAP 


Herpesvirus polymerase accessory prot 


0.41 


2.1 


1 


3637- 
3650 


711 


ldl_recept_a 


Low-density lipoprotein receptor doma 


2e-19 


66.2 


29 


3667- 
3706 


711 


ldl_recept_a 


Low- density lipoprotein receptor doma 


2.7e-ll 


39.4 


30 


3709- 
3749 


711 


ldljrecept_a 


Low-density lipoprotein receptor doma 


5.7e-07 


25.1 


31 


3758- 
3790 


711 


ldl_recept_a 


Low-density lipoprotein receptor doma 


5.3e-17 


58.2 


32 


3797- 
3835 


711 


EGF 


19/28 3669 3704 1 46 


0.00016 


19.1 


20 


3842- 
3879 


711 


S_locus_glycop 


S-locus glycoprotein family 


0.94 


5.0 


1 


3849- 
3870 


711 


TIL 


Trypsin Inhibitor like cysteine rich 


0.051 


7.3 


3 


3864- 
3885 


711 


laminin_EGF 


Laminin EGF-like (Domains III and V) 


0.23 


6.5 


2 


3865- 
3879 


711 


EGF 


19/28 3669 3704.. 1 46 


0.0054 


13.5 


21 


3885- 
3914 


711 


Activin_recp 


Activin types I and II receptor domai 


0.48 


3.4 


1 


3891- 
3921 


711 


NHL 


2/5 681 694.. 1 14 


0.06 


10.7 


4 


4005- 
4031 


711 


ldl_recept_b 


Low-density lipoprotein receptor repe 


0.14 


7.5 


31 


4008- 
4016 


711 


ldl_recept_b 


Low-density lipoprotein receptor repe 


0.11 


7.8 


32 


4018- 
4026 


711 


ldl_recept_b 


33/35 4040 4074 .. 9 47 


1.9e-10 


36.9 


34 


4076- 
4118 


711 


ldl_recept_b 


33/35 4040 4074 .. 9 47 


0.019 


10.3 


35 


4120- 
4163 


711 


EGF 


19/28 3669 3704.. 1 46 


0.77 


5.8 


22 


4213- 
4236 


711 


EB 


EB module 


0.15 


6.2 


3 


4229- 
4244 


711 


EGF 


19/28 3669 3704 .. 1 46 


0.00038 


17.7 


23 


4254- 
4285 


711 


EGF 


19/28 3669 3704 .. 1 46 


8.8e-08 


30.8 


24 


4290- 
4321 


711 


EGF 


19/28 3669 3704.. 1 46 


7.4e-08 


31.1 


25 


4326- 
4357 


711 


EGF 


27/28 4398 4428 .. 1 46 


0.0014 


15.6 


28 


4431- 
4463 


711 


Coagulin 


Coagulin 


0.52 


3.4 


1 


4447- 
4454 


711 


Herpes glycop_ 
D 


Herpesvirus glycoprotein D 


0.39 


4.3 


2 


4483- 
4519 


712 


MGAT2 


N-acetylglucosaminyltransferase II (M 


0.36 


0.6 


1 


61-69 


712 


ldl recept a 


Low-density lipoprotein receptor doma 


le-14 


50.7 


1 


67-108 


712 


ldl recept a 


Low-density lipoprotein receptor doma 


4e-10 


35.6 


2 


112-152 


712 


DUF351 


Domain of Unknown Function 
(DUF351) 


0.25 


4.8 


1 


136-144 
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712 


EGF 


EGF-like domain 


0.072 


9.5 


2 


157-181 


714 


cadherin 


Cadherin domain 


0.085 


8.0 


1 


47-65 


714 


cadherin 


Cadherin domain 


0.00072 


15.2 


2 


69-126 


714 


cadherin 


Cadherin domain 


8.4e-17 


60.3 


3 


1 A A Hi A 1 

1 40-241 


714 


cadherin 


Cadherin domain 


1.4e-29 


104.9 


4 


255-344 


714 


cadherin 


Cadherin domain 


7.9e-25 


88.3 


5 


363-466 


714 


cadherin 


Cadherin domain 


2e-26 


93.9 


6 


480-573 


714 


cadherin 


Cadherin domain 


3.2e-28 


100.1 


1 


588-680 


714 


Rad21 RecS 


Conserved region of Rad21 / RecS like 


0.83 


5.2 


1 


652-662 


714 


cadherin 


Cadherin domain 


3.9e-28 


99.8 


8 


694-784 


714 


SCPU 


Spore Coat Protein U domain 


0.47 


5.3 


1 


701-714 


714 


cadherin 


Cadherin domain 


5.7e-20 


71.3 


9 


798-884 


714 


cadherin 


Cadherin domain 


7.6e-20 


70.9 


10 


898-987 


714 


cadherin 


Cadherin domain 


9.5e-28 


98.5 


11 


1001- 
1091 


714 


cadherin 


Cadherin domain 


5.1e-16 


57.6 


12 


1105- 
1201 


714 


cadherin 


Cadherin domain 


1.4e-28 


101.4 


13 


1215- 
1306 


714 


Propep_M14 


Carboxypeptidase activation peptide 


0.41 


5.5 


2 


1228- 
1239 


714 


cadherin 


Cadherin domain 


2.2e-29 


104.2 


14 


1320- 
1411 


714 


cadherin 


Cadherin domain 


7.2e-21 


74.5 


15 


1425- 
1520 


714 


Baculq_helicase 


Baculovirus DNA helicase 


0.61 


1.4 


1 


1521- 
1531 


714 


cadherin 


Cadherin domain 


4.5e-16 


57.7 


16 


4 * 4 

1541- 
1622 


714 


cadherin 


Cadherin domain 


0.00017 


17.4 


17 


1634- 

*1 ^7 f\ f\ 

1700 


715 


cadherin 


Cadherin domain 


0.085 


8.0 


1 


47-65 


715 


cadherin 


Cadherin domain 


0.00072 


15.2 


2 


69-126 


715 


cadherin 


Cadherin domain 


8.4e-17 


60.3 


3 


1 A f\ r> A "1 

140-241 


715 


cadherin 


Cadherin domain 


1.4e-29 


104.9 


A 

4 


255-344 


715 


cadherin 


Cadherin domain 


6.1e-25 


88.7 


5 


363-466 


715 


cadherin 


Cadherin domain 


2e-26 


93.9 


6 


480-573 


715 


cadherin 


Cadherin domain 


3.2e-28 


100.1 


7 


588-680 


715 


Rad21 Rec8 


Conserved region of Rad21 / Rec8 like 


0.83 


5.2 


1 


652-662 


715 


cadherin 


Cadherin domain 


3.9e-28 


99.8 


8 


694-784 


715 


SCPU 


Spore Coat Protein U domain 


0.47 


5.3 


1 


701-714 


715 


cadherin 


Cadherin domain 


5.7e-20 


71.3 


9 


798-884 


715 


cadherin 


Cadherin domain 


7.6e-20 


70.9 


10 


898-987 


715 


cadherin 


Cadherin domain 


9.5e-28 


98.5 


11 


1001- 
1091 


715 


cadherin 


Cadherin domain 


5.1e-16 


57.6 


12 


1105- 
1201 


715 


cadherin 


Cadherin domain 


1.4e-28 


101.4 


13 


1215- 
1306 


715 


PropepJM14 


Carboxypeptidase activation peptide 


0.41 


5.5 


2 


1228- 
1239 


715 


cadherin 


Cadherin domain 


2.2e-29 


104.2 


14 


1320- 
1411 


715 


cadherin 


Cadherin domain 


7.2e-21 


74.5 


15 


1425- 
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! 










1520 


715 


Baculo_helicase 


Baculovirus DNA helicase 


0.61 


1.4 


1 


1521- 
1531 


715 


cadherin 


Cadherin domain 


4.5e-16 


57.7 


16 


1541- 

1622 


715 


cadherin 


Cadherin domain 


3.5e-05 


19.8 


17 


1634- 
1728 


716 


DPPIV N term 


Dipeptidyl peptidase IV (DPP IV) N-te 


0.5 


1.1 


1 


310-346 


716 


DPPIV N term 


Dipeptidyl peptidase IV (DPP IV) N-te 


0.0014 


8.6 




516-589 


716 


DPPIV N term 


Dipeptidyl peptidase IV (DPP IV) N-te 


5.3e-08 


21.7 




618-652 


716 


Peptidase S9 


Prolyl oligopeptidase family 


3.9e-ll 


36.8 


1 


664-736 


716 


Methyltransf_6 


Demethylmenaquinone 
methyltransferase 


0.54 


3.9 


1 


675-688 


716 


Esterase 


Putative esterase 


0.062 


6.6 


1 


710-753 


717 


zf-C2H2 


Zinc finger, C2H2 type 


0.015 


14.8 


1 


32-54 


717 


zf-C2H2 


Zinc finger, C2H2 type 


0.0014 


18.9 




60-82 


717 


Apocytochr F C 


Apocytochrome F, C-terminal 


1 


3.2 


1 


103-110 


717 


TFIIS 


Transcription factor S-II (TFIIS) 


0.2 


7.1 


1 


154-164 


717 


zf-C2H2 


Zinc finger, C2H2 type 


3.7e-08 


37.3 


3 


154-176 


717 


XPA N 


XPA protein N-terminal 


0.3 


6.5 


2 


179-191 


717 


zf-C2H2 


Zinc finger, C2H2 type 


8.5e-06 


27.9 


4 


182-204 


717 


zf-C2H2 


Zinc finger, C2H2 type 


6.4e-08 


36.5 


5 


210-232 


717 


TFIIS 


3/8 210 220.. 29 39 


1 


4.7 


4 


238-248 


717 


zf-C2H2 


Zinc finger, C2H2 type 


1.6e-06 


30.8 


6 


238-260 


717 


XPA N 


XPA protein N-terminal 


1 


4.6 


4 


263-275 


717 


zf-C2H2 


Zinc finger, C2H2 type 


1 .4e-05 


27.0 


7 


266-288 


717 


zf-C2H2 


Zinc finger, C2H2 type 


2.6e-05 


25.9 


8 


294-316 


717 


TFIIS 


5/8" 266 276.. 29 39 


0.2 


7.1 


7 


322-332 


717 


zf-C2H2 


Zinc finger, C2H2 type 


6.9e-06 


28.3 


9 


322-344 


717 


XPA N 


XPA protein N-terminal 


0.38 


6.2 


6 


347-359 


717 


TFIIS 


5/8 266 276.. 29 39 


0.14 


7.7 


8 


350-360 


717 


zf-C2H2 


Zinc finger, C2H2 type 


le-07 


35.7 


10 


350-372 


719 


Phytoreo Pns 


Phytoreovirus nonstructural protein P 


0.75 


2.1 


1 


74-88 


719 


malic 


Malic enzyme, N-terminal domain 


0.39 


3.5 


1 


117-131 


719 


AlpA 


Prophage CP4-57 regulatory protein (A 


0.95 


4.3 


1 


258-266 


719 


DUF298 


Domain of unknown function 
(DUF298) 


0.42 


5.1 


1 


308-337 


719 


DUF827 


Plant protein of unknown function (DU 


0.029 


7.3 


1 


363-387 


719 


DUF496 


Protein of unknown function (DUF496) 


0.49 


5.1 


1 


389-409 


719 


K-box 


K-box region 


0.37 


5.2 


1 


392-406 


719 


TFIIE alpha 


TFIIE alpha subunit 


0.14 


5.9 


1 


394-416 


719 


Mlp 


Mlp lipoprotein family 


0.95 


2.4 


1 


398-451 


719 


Ribosomal S20p 


Ribosomal protein S20 


0.38 


5.2 


1 


433-447 


719 


Phage B 


Scaffold protein B 


0.47 


1.7 


1 


504-518 


720 


ig 


Immunoglobulin domain 


0.07 


9.9 


1 


17-34 


720 


ig 


Immunoglobulin domain 


5.1e-ll 


A A 1 

44.1 


2 


68-128 


720 


ig 


Immunoglobulin domain 


l.le-11 


46.7 


3 


163-223 


720 


ig 


Immunoglobulin domain 


9.6e-07 


28.1 


4 


259-317 


720 


AstA 


Arginine N-succinyltransferase beta s 


0.92 


2.5 


1 


294-305 


720 


ig 


Immunoglobulin domain 


2.1e-09 


38.1 


5 


352-410 


720 


ig 


Immunoglobulin domain 


1.5e-10 


42.3 


6 


445-503 


720 


RTC 


RNA 3 , -terminal phosphate cyclase 


0.7 


3.3 


1 


474-491 


720 


ig 


Immunoglobulin domain 


8.1e-08 


32.1 


7 


538-596 


720 


ig 


Immunoglobulin domain 


1.3e-07 


31.3 


8 


629-687 
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720 


ig 


Immunoglobulin domain 


8.1e-09 


35.9 


9 


720-780 


720 


ig 


Immunoglobulin domain 


3.7e-09 


37.2 


10 


813-871 


720 


ig 


Immunoglobulin domain 


7.4e-09 


36.0 


11 


904-962 


720 


ig 


Immunoglobulin domain 


1.9e-ll 


45.7 


12 


995- 
1052 


720 


ig 


Immunoglobulin domain 


1.3e-07 


31.4 


13 


1085- 
1143 


720 


ig 


Immunoglobulin domain 


1.3c-ll 


46.4 


14 


1176- 
1232 


720 


ig 


Immunoglobulin domain 


3.6e-10 


40.9 


15 


1266- 
1323 


720 


Marek_A 


Marek's disease glycoprotein A 


0.84 


1.1 


1 


1333- 
1356 


720 


RNA_pol Rpb2 
1 


RNA polymerase beta subunit 


0.35 


1.6 


1 


1352- 
1864 


720 


ig 


Immunoglobulin domain 


6.4e-10 


40.0 


16 


1356- 
1413 


720 


tsp_l 


Thrombospondin type 1 domain 


1.2e-19 


67.2 


1 


1435- 
1485 


720 


tsp_l 


Thrombospondin type 1 domain 


6.4e-17 


58.1 


2 


1492- 
1542 


720 


tsp__l 


Thrombospondin type 1 domain 


3.5e-15 


52.3 


3 


1549- 
1599 


720 


tsp_l 


Thrombospondin type 1 domain 


2.2e-17 


59.7 


4 


1606- 
1656 


720 


tsp_l 


Thrombospondin type 1 domain 


8.2e-12 


41.1 


5 


1663- 
1713 


720 


VOMI 


Vitelline membrane outer layer protei 


0.37 


3.6 


1 


1714- 

1728 


720 


tsp_l 


Thrombospondin type 1 domain i 


7e-16 


54.7 


6 


1720- 
1770 


720 


EGF 


EGF-like domain 


0.95 


5.4 


1 


1993- 
2007 


720 


EGF 


EGF-like domain 


9.3e-08 


30.7 


2 


2013- 
2047 


720 


granulin 


Granulin 


0.44 


4.7 


1 


2034- 
2049 


720 


EGF 


EGF-like domain 


0.015 


11.9 


3 


2053- 
2092 


720 


EGF 


EGF-like domain 


2.8e-05 


21.8 


4 


2098- 
2130 


720 


TIL 


1/7 1698 1715.. 1 16 


0.0012 


12.5 


3 


2117- 
2136 


720 


EGF 


EGF-like domain 


0.17 


8.2 


5 


2136- 
2157 


720 


EGF 


EGF-like domain 


2.4e-06 


25.7 


6 


2178- 
2215 


720 


EGF 


EGF-like domain 


5.7e-10 


38.7 


7 


2221- 
2256 


720 


Ribosomal_L34 


Ribosomal protein L34 


0.33 


5.5 


1 


2280- 
2323 


720 


TIL 


4/7 2168 2178 57 68 


0.022 


8.5 


6 


2320- 
2338 


720 


EGF 


EGF-like domain 


1.9e-09 


36.8 


8 


2338- 
2372 
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720 


toxin_2 


Scorpion short toxin 


0.84 


3.4 


2 


2338- 
2353 


720 


toxin__5 


Scorpion short toxin 


0.73 


3.4 


1 


2354- 
2359 


720 


TIL 


4/7 2168 2178 57 68 


0.023 


8.4 


7 


2357- 
2378 


nO f\ 

720 


squash 


Squash family serine protease inhibit 


0.44 


2.8 


2 


2358- 
2386 


720 


fn2 


Fibronectm type II domain 


o o 

0.8 


3.1 


1 


2407- 
2418 


721 


SAP 


SAP domain 


2.4e-10 


40.8 


1 


3-37 


no -t 

111 


oJr K Y 


SPRY domain 


1.8e-30 


107.5 


1 


289-418 


JnO 1 

72 1 


SRP54 


SRP54-type protein, GTPase domain 


0.0091 


11.6 


1 


451-466 


72 1 


NACHT 


NACHT domain 


0.18 


5.5 


1 


453-469 


721 


SKI 


Shikimate kinase 


0.33 


4.9 


1 


453-466 


no -t 

721 


Zot 


Zonular occludens toxm (Zot) 


0.22 


5.5 


1 


453-466 


no 1 

72 1 


AAA 


ATPase family associated with various 


0.098 


5.8 


1 


454-466 


721 


tRNA_synt_ 1 c_R 
2 


Glutammyl-tRNA synthetase, non- 

• 

speci 


0.79 


3.9 


1 


580-616 


i zz 


CneB methyl est 


CheB methylesterase 


1 


o n 

2.7 


1 


74-92 


722 


DUF258 


Protein of unknown function, DUF258 


0.0014 


13.8 


1 


509-532 


ail 

722 


A T~» /"I j 

ABC tran 


ABC transporter 


7.4e-59 


198.4 


1 


510-692 


722 


NACHT 


NACHT domain 


0.2 


5.3 


1 


511-527 


no o 

722 


SMC N 


RecF/RecN/SMC N terminal domain 


0.47 


3.9 


1 


511-524 


722 


Zot 


Zonular occludens toxin (Zot) 


0.28 


5.1 


1 


511-524 


722 


RHD3 


Root hair defective 3 GTP-binding pro 


0.67 


1.2 


1 


516-530 


722 


Pox D2 


Pox virus D2 protein 


0.86 


1.4 


1 


604-617 


722 


tail_comp_S 


Phage virion morphogenesis family 


0.061 


7.3 


1 


606-619 


no o 

722 


DUF333 


Domain of unknown function 

/T\T TflA O ON 

(DUF333) 


0.3 


5.7 


1 


818-846 


722 


ABCjran 


ABC transporter 


l.le-47 


160.9 


2 


1322- 
1506 


TOO 

722 


SufE 


Fe-S metabolism associated domain 


0.28 


6.2 


1 


1544- 
1563 


723 


BEX 


Bram expressed X-lmked like family 


0.88 


2.2 


1 


133-160 


no o 

723 


CytoC RC 


Photosynthetic reaction centre cytoch 


1 


1.4 


1 


215-231 


no o 

723 


Ski Sno 


SKI/SNO/DAC family 


0.51 


4.5 


1 


656-672 


724 


T T T~» 

HpaB 


4-hydroxyphenylacetate 3-hydroxylase 


0.97 


2.5 


1 


4-14 


724 


A 1 v— t a II 

Acyl-CoA_dh 


A "f y — h A Y 1 1 > — ^ v • f 

Acyl-CoA dehydrogenase, C-termmal 
do 


6.7e-50 


175.9 


1 


50-201 


/Z5 


/— 1 A * 1 _ XT' 

C_tripleX 


Cysteine rich repeat 


2e-05 


17.8 


1 


59-76 


725 


Bowman- 
Birkleg 


Bowman-Birk serine protease inhibitor 


1 


4.0 


1 


68-83 


f Zd 


lamimn bGr 


Lammin EGF-like (Domains III and V) 


0.32 


6.1 


1 


80-93 


/ZD 


r^Cjrr 


EGF-like domain 


8.7e-06 


23.6 


2 


98-126 


725 


TTT 


lrypbin lnniuixor iikc cysteine ricn 


U.UUj J 


1 l.U 


l 


1 J. /-13o 


725 


EGF 


EGF-like domain 


7.5e-05 


20.2 


3 


138-172 


725 


TIL 


Trypsin Inhibitor like cysteine rich 


0.26 


5.1 


2 


151-178 


725 


toxin 5 


Scorpion short toxin 


0.34 


4.4 


1 


153-158 


725 


EGF 


EGF-like domain 


4.4e-05 


21.1 


4 


178-211 


725 


EGF 


EGF-like domain 


9.7e-09 


34.3 


5 


223-258 


725 


MAM 


MAM domain 


3.5e-41 


147.0 


1 


402-546 


726 


DUF626 


Protein of unknown function (DUF626) 


0.22 


5.8 


1 


30-64 


726 


VSP 


Gi ardia variant-specific surface prot 


1 


1.8 


1 


106-131 
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Repeats 


Position 


TO /C 

/Zo 


ZI-B_D0X 


T*» 1 • JT 

B-box zmc finger 


5.9e-08 


32.7 


1 


106-139 


TO iC 

/zo 


rreiolam 


Prefoldin subumt 


0.42 


5.7 


1 


^« y— _ * , L 

222-248 


726 


thiamin 


Filamm/ABP2S0 repeat 


2.3e-21 


74.7 


1 


313-402 


726 


\TTTT 

NHL 


*K TT TT" a 

NHL repeat 


4.4 s- 10 


40.3 


1 


431-458 


TO/' 

/26 


Glyoxalase 


Glyoxalase/BIeomycin resistance prote 


0./8 


3.0 


1 


476-504 


TO 

726 


X.TTTT 

NHL 


~X TT TT a 

NHL repeat 


2.4e-10 


41.2 


2 


478-505 


TO ^ 

1 Zo 


XTT TT 

NHL 


XTT T T" i 

NHL repeat 


l.le-10 


42.4 


3 


525-552 


to^t 
726 


VTrtf 

NHL 


NHL repeat 


2.5e-09 


37.6 


4 


572-599 


TOiC 
1 ZO 


TvTTJTT 

NHL 


XTT TT j 

NHL repeat 


7.8e-ll 


43.0 


5 


619-646 


TOfC 


NHL 


XTT TT j. 

NHL repeat 


3.8e-08 


33.2 


6 


666-693 


727 


PaREPl 


Archaeal PaREPl protein 


0.38 






111-127 


TO T 

727 


T - '/— IT T 

FCH 


Fes/CIP4 homology domain 


0.026 


10.3 


1 


281-321 


727 


DAG PE-bmd 


t-*i -t i . / "T * 11 11*1* 

Phorbol esters/diacylglycerol binding 


2.8e-05 


21.7 


1 


709-747 


TO T 

, 727 


RhoGAP 


RhoGAP domain 


3.9e-68 


231.7 


1 


775-947 


TO T 

727 


Terpene_synth_C 


Terpene synthase family, metal bmdm 


0.84 


2.7 


1 


778-812 


TOT 

727 


NnrS 


NnrS protein 


1 


1.8 


1 


934-943 


TO O 

728 


DUF727 


Protein of unknown function (DUF727) 


0.83 


4.2 




115-129 


TO O 

728 


CN_hydrolase 


A^*\ 1 * J "111 

Carbon-nitrogen hydrolase 


4e-09 


33.8 




120-216 


729 


Pep_M 1 2B__prop 
ep 


~r\ 1 * r* *i i * 1 

Reprolysin family propeptide 


3.3e-14 


44.8 


1 


93-223 


TOO 

J Zy 


Reprolysin 


T> 1 • /x K 1 OT»\ .r* '1 ' j 11 

Reprolysin (M12B) family zinc metallo 


0.00037 


16.1 


1 


274-296 


TOO 

/Zy 


rsaL 


Photosystem I reaction centre subumt 


0.99 


3.2 


1 


302-317 


TOO 

1 Zy 


Reprolysin 


Reprolysin (M12B) family zmc metallo 


8.5e-17 


62.5 




340-480 


729 


Fragilysin 


Fragilysin metallopeptidase (M10C) en 


0.46 


3.1 


1 


412-430 


TOO 

IZy 


diclclcopi N 


T*\ * 1 1 X T J "1 i ' ' t 

Dickkopf N-tennmal cysteme-rich reg 


0.0036 


10.8 




534-560 


729 


Stigl 


Stigma-specific protein, Stigl 


0.11 


4.5 


-j 


544-558 


to r» 

729 


EB 


EB module 


0.8 


3.9 




546-558 


729 


tsp_l 


Thrombospondin type 1 domain 


7.1e-09 


31.3 


-j 


570-623 


729 


zf-A20 


A20-hke zmc finger 


0.39 


8.6 




702-717 


729 


ADAM_spacerl 


ADAM-TS Spacer l 


3.8e-49 


173.5 


J 


734-852 


729 


Herpes VP19C 


Herpesvirus capsid shell protein VP 19 


0.95 


3.6 




860-871 


729 


tsp_l 


2/12 866 875.. 4 13 


0.048 


8.5 


3 


985- 
1002 


729 


tsp_l 


2/12 866 875.. 4 13 


0.067 


8.1 


4 


1037- 
1089 


729 


tsp_l 


2/12 866 875.. 4 13 


1.2e-05 


20.6 


5 


1092- 
1115 


729 


PTN_MK_N 


PTN/MK heparin-binding protein 
family 


0.44 


4.2 


1 


1165- 
1184 


729 


tsp_l 


2/12 866 875 .. 4 13 


7.6e~07 


24.5 


6 


1165- 
1190 


729 


tsp_l 


2/12 866 875.. 4 13 


1.4e-06 


23.7 


7 


1228- 
1276 


729 


tsp_l 


2/12 866 875.. 4 13 


4.6e-07 


25.3 


8 


1313- 
1364 


1 Zy 


tsp__i 


2/12 866 875 .. 4 13 


0.00029 


15.9 


9 


1372- 
1420 


729 


tsp_l 


2/12 866 875 .. 4 13 


1.7e-07 


26.7 


10 


1426- 
1479 


729 


tsp_l 


2/12 866 875 .. 4 13 


4.7e-05 


18.6 


11 


1485- 
1506 


729 


tsp_l 


2/12 866 875.. 4 13 


0.00073 


14.6 


12 


1543- 
1593 


730 


Adeno Penton B 


Adenovirus penton base protein 


0.39 


1.6 


1 


178-193 
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HQ 1 


Ig 


Immunoglobulin domain 


0.19 


8.3 


1 


6-99 


HQ 1 


LJUr Dy\J 


•p>„„ j ^ • 1 ^„ ^ _r- r ^„ /T\T TUONAN 

Protem ot unlcnown iunction (JJUrJyU) 


0.73 


0.9 


I 


83-95 


7'3 1 
/D 1 


* 

ig 


Immunoglobulin domain 


9.7e-05 


20.6 


2 


146-235 


HQ 1 
/ D 1 


lg 


Immunoglobulin domain 


0.00014 


A A 

20.0 


3 


282-373 


7Q7 

1 dZ 


ig 


Immunoglobulin domain 


0.0045 


14.4 


1 


42-129 


HQH 

/ dZ 


« 

ig 


Immunoglobulin domain 


0.19 


O *3 
Q.D 


2 


179-272 


HQH 
1 DZ 


JJUr jyu 


Protein of unknown function (DUF390) 


0.73 


0.9 


1 


256-268 


HQH 
1 5Z 


ig 


Immunoglobulin domain 


9. /e-05 


20.6 


3 


319-408 


HQH 

/ dZ 


ig 


Immunoglobulin domain 


0.00014 


20.0 


4 


455-546 


HQQ 
f DD 


• 

ig 


Immunoglobulin domain 


0.0045 


14.4 


1 


42-129 


HQ A 


ig 


Immunoglobulin domain 


0.0018 


15.8 


1 


42-126 


HQ A 




Protein or unknown function (DUF390) 


0.73 


0.9 


1 


110-122 


HQ C 
/ DD 


KnoOiir 


KnoLrhf domain 


o.ze-08 


27.0 


1 


165-225 


HQ< 
1 DD 


r A_nyaroxyiase 


Fatty acid hydroxylase 


0.6 


3.7 


1 


221-233 


HQ^ 
/DD 


IvQO'-jror 


RhoGEF domain 


7.5e-09 


30.5 


2 


257-329 


/DO 


rUBJYL4 


Uroporphyrinogen-III synthase HemD 


0.9o 


3.1 


1 


549-581 


HQ&. 
/DO 


r\T TT?1 '7Q 


Uncnaractenzed ALK, CUG14z7 


nil 

0.1 1 


6.0 


1 


604-622 


HQH 
ID I 


rrm 


KJN A recognition motii. (a.k.a. RRM, R 


2.5e-07 


28.2 


1 


78-142 


737 


Smg4_UPF3 


Smg-4/UPF3 family 


0.042 


8.7 


1 


143-173 


HQH 
/ D 1 


rrm 


RNA recognition motif. (a.k.a. RRM, R 


9.7e-16 


58.1 


2 


151-222 


HQH 

f D 1 


Ier4 JNiirl 


4Fe-4S iron sulfur cluster binding pr 


1 


2.4 


1 


160-176 


HQH 
ID 1 


rrm 


RNA recognition motif, (a.k.a. RRM, R 


3.6e-06 


24.1 


3 


274-3 1 1 


HQ Q 
/DO 


Adeno b4 34 


Adenovirus early E4 34 kDa protein co 


0.45 


4.4 


1 


5-22 


HQQ 

/Dy 


ribonuc red sm 


Ribonucleotide reductase, small chain 


0.29 


3.7 


1 


244-265 


/4U 


6uaj_yci(J yrdL, 


, i • 1 

yrdC domain 


0.99 


3.3 


1 


38-53 


HA A 
/4U 


r-DOX 


r-DOX domain 


0.095 


9.0 


1 


134-175 


HA f\ 
/4U 


DUr4oy 


Protein with unknown function 

/"TVr TT7/1 /CQ 

( L JJUr4oy 


0.38 


4.7 


-* 

1 


354-371 


741 
/4 1 


Ljmpxi 


Uuter membrane protein (Ompri-like) 


0.14 


6.9 


1 


81-150 


/H 1 


nerpcs oi^-ivr z 


rierpesvirus iDi^Krz protein 


n i o 

0.12 


7.3 


l 


256-277 


741 
/4 1 


T TTAvT 


U uiquitm interaction motir 


0.34 


o o 

8.8 


l 


293-310 [ 


741 


JJUrZOU 


irrotem ot unlcnown iunction DUrZov 


0.26 


/I o 

4.8 


l 


330-350 


741 


TV1 a 


i oxic anion resistance protein ( i elA) 


0.34 


4.5 


1 


348-368 


7/11 
/4 1 


Jr ox_A._typ e_m c 


1/J zlo ZOD .. 1 Zd 


0.6 


6.3 


2 


358-377 


741 


Pert A TA/f^H 


rspA/iiviou iamiiy 


0.J4 


5.2 


1 


364-399 


741 


TV/f 


1 Z-fiC HHH HQH 1 01 

-L/D Z/Z ZyZ .. 1 Zl 


0.46 


O A 

8.0 


3 


/- O CCA 

534-554 


741 


^opnnus_maimg i 


v^opnnus cmereus mating-type protein 


0.65 


1.6 


1 


698-729 


741 


XVI UUbUIIld.! L,ZyC 


iviDosomai i^zye protein iamiiy 


A Q 

0.3 


5,8 


1 


Tin *1 C C 

717-755 


741 


JTIlagc ^poridi Z 


Jrnage portal protein, lamoaa iamiiy 


A HK 
0. /5 


z.z 


1 


^AA O 1 /*" 

799-816 


741 


L-'isnevciiea 


uisnevenea specmc aomam 


A 

0.ZZ 


A A 

4.9 


1 


903-922 


741 




oiyA 


0.69 


i o 
1.3 


1 


945-954 


749 


caanenn 


Lxaanerm aomam 


A 1 U 

0.13 


7 A 


1 


30-96 


742 


cadherin 


Cadherin domain 


8.4e~13 


46.4 


2 


147-243 


/4Z 


caanenn 


Cadherin domain 


7.1e-25 


Oo.D 


3 


257-349 


742 


He PIG 


Putative Ig domain 


0.4 


5.5 


1 


262-279 


74? 


UcLUIlLI 111 


L-aunenn aomam 


o.U4y 


0 Q 
O.O 


4 


O OAA 

369-399 


742 


cadherin 


Cadherin domain 


2.3e-05 


20.4 


5 


427-460 


742 


cadherin 


Cadherin domain 


5.6e-21 


74.9 


6 


474-563 


742 


cadherin 


Cadherin domain 


1.9e-25 


90.4 


7 


577-666 


742 


cadherin 


Cadherin domain 


4.5e-09 


33.4 


8 


693-737 


743 


PGM_PMMJ 


Phosphoglucomutase/phosphomannom 
utase 


1.6e-15 


57.2 


1 


1-47 


743 


PGM_PMM 


Phosphoglucomutase/phosphomannom 
utase 


0.041 


9.3 


1 


388-430 
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ID 
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* 


E_value 


Score 


Repeats 


JrOSiiion i 


743 


Corl 


Corl/Xlr/Xmr conserved region 


0.73 


4. 1 


-j 




A9o"-435 1 


744 


MACPF 


MAC/Perforin domain 


f\ AAA 1 H 
(J.UUU1 / 


1 ^ c 
ID. 5 


J 


U O L 1 \J 1 


744 


Keratin matx 


Keratin, high-sulphur matrix protein 


A 1 A 
0.19 


/.O 


J 


J^1-4R9 1 


744 


Noll Nop2 Sun 


NOLl/NOP2/sun family 


A OA 


4. 1 





^09-699 1 


745 


Remorin C 


Remorin, C-termmal region 


A 1 A 

o.iy 


O.O 




190-1^1 

1 JJ | 


745 


zf-C2H2 


Zinc finger, C2H2 type 


A AAA'S "2 

0.00033 


2 l.Z> 


"i 


1 ^0-1 s? 1 

J. JU 1 I 


745 


TFIIS 


Transcription factor S-II (TFIIS) 


A 1 

0.3 


O.D 


i 




745 


zf-C2H2 


Zinc finger, C2H2 type 


4.3e-0 / 


33. 1 


o 
Z 




745 


XPA N 


XPA protein N-termmal 


A *71 
0. 11 


^ o 
D.2 


3 


lOJ iw | 


745 


TFIIS 


Transcription factor S-II (TFIIS) 


A A/CA 

O.Ooy 


O. / 


o 

Z 


1 Q6 f 


745 


zf-C2H2 


Zinc finger, C2H2 type 


3.9e-07 


OO o 

33.3 


o 
3 


1 O u ^< u o 


745 


XPA N 


XPA protein N-tennmal 


0.21 


T 1 

Li 


4 


91 1-99^ I 


745 


zf-C2H2 


Zinc finger, C2H2 type 


9.4e-08 


O C O 

35. o 


4 


Zit ZOO | 


745 


zf-C2H2 


Zinc finger, C2H2 type 


A o „ AT 

4.oe-07 


OO A 

32.9 


D 


9A9~9^4 


745 


XPA N 


XPA protein N-termmal 


A 1 O 

0.13 


T O 


0 


9 £7-9 70 I 


745 


TFIIS 


Transcription factor S-II (TFIIS) 


A OO 

O.zo 


O.O 


D 


970-9R0 


745 


zf-C2H2 


Zinc finger, C2H2 type 


3.1e-0 / 


OO T 

33. / 


0 


970-909 I 


745 


XPA N 


XPA protein N-termmal 


A 1 T 

0.13 


/.O 


7 




745 


TFIIS 


Transcription factor S-II (TFIIS) 


A C A 

0.34 


J.O 


O 


9QOOAR 


745 


zf-C2H2 


Zinc finger, C2H2 type 


11a. A^ 

3.le-0o 


9Q 9 


T 
/ 


9QS-^9.0 1 


745 


XPA N 


XPA protein N-terminal 


0. /4 


^ 9 


0 

o 


^9^-t35 ! 

D a£*^ *J -J -J i 


745 


TFIIS 


Transcription factor S-II (TFIIS) 


0.0/3 


O.O 


7 


^9^-^^6 


745 1 


zf-C2H2 


Zinc linger, C2H2 type 


1 Q« A^7 

3.3e-0 / 


33. 0 


o 


•^96-^4R 


745 


XPA N 


XPA protein N-terminal 


A TO 

0. /2 


^ 9 
D.2 


A 


Q^IO^O 


745 


TFIIS 


Transcription factor S-II (TFIIS) 


n r 1 

O.j 1 


J. 1 


Q 
O 


JJt-jU'T | 


745 


zf-C2H2 


Zinc finger, C2H2 type 


T C ~. AT 

oe-o / 


OO 1 

32.2 


Q 




745 


XPA N 


XPA protein N-termmal 


A 1 1 

0.13 


T Q 

/.o 


1 n 

1U 




745 


TFIIS 


, .... . , . i-i e~i TT f r 1 '1 .'TTO\ 

Transcription factor S-II (TFIIS) 


A O O 


O.O 


A 

y 


OOO TOO I 


745 


zf-C2H2 


Zinc finger, C2H2 type 


A A a. A/C 

4.4e-0o 


9Q 1 
2V. 1 


1 n 

1U 




745 


XPA N 


XPA protein N-termmal 


A 1 1 

0. 13 


/.O 


1 1 


407-41 Q 


745 


TFIIS 


n-i * j • /"* , fi TT /' 1 ' 1 .'TTC<\ 

Transcription factor S-II (TFIIS) 


A O Q 


O.O 


1 n 

1U 


41 0-490 


745 


zf-C2H2 


Zinc finger, C2H2 type 


O Tq A'? 

z. /e-o / 


'X'X Q 

33. y 


1 1 
1 1 


410-4^9 


745 


zf-C2H2 


Zinc finger, C2H2 type 


A AA1 1 
0.0011 


iy.4 


1 9 
1Z 


440-460 


745 


XPA N 


XPA protein N-termmal 


A ^T 
0.O / 


J.3 


1 9 

IZr 


48^-407 


745 


zf-C2H2 


13/16 466 481 1 17 


3.9e-06 


29.3 


14 


488-510 


745 


TFIIS 


Transcription factor S-II (TFIIS) 


f\ f\C\C 1 

0.0051 


12.0 


1 9 
12 


c 1 <: 

J 1 J-JZO 


745 


zf-C2H2 


13/16 466 481 1 17 


1 1 _ AC 

1.3e-05 


OT O 

2 /.Z 


ID 


C 1 < ^OQ 


745 


zf-BED 


BED zinc finger 


A T 1 

0.71 


4.o 


o 
3 


J 1 /-JJ7 


745 


XPA_N 


XPA protein N-terminal 


A AAO 

0.092 


0 o 
o.3 




^41 -^^^ 


745 


TFIIS 


Transcription factor S-II (TFIIS) 


A OO 

0.2b 


O.O 


1 ^ 
13 


544-^^4 


745 


zf-C2H2 


13/16 466 481 .. I 17 


A AAACT 

0.00057 


OA ^ 

20. D 


AO 


^44 


746 


KRAB 


KRAB box 


o.9e-24 


OO 
OO.O 


i 

1 


^ r 7^ 


746 


ROS_MUCR 


ROS/MUCR transcriptional regulator 
pr 


A OO 

0.33 


o o 
3.9 


1 
1 


R1 1 04 


746 


i Remorin_C 


Remorin, C-terminal region 


A 1 O 

0. 19 


0.0 


i 
I 


1 QS-90P, 


T/1 £Z 

/4o 




zinc linger, v^zn^ l jP c 


0 00033 


21.5 


1 


205-227 


746 


TFIIS 


Transcription factor S-II (TFIIS) 


0.3 


6.5 


1 


233-243 


746 


zf-C2H2 


Zinc finger, C2H2 type 


4.3e-07 


33.1 


2 


233-255 


746 


XPA N 


XPA protein N-terminal 


0.72 


5.2 


3 


258-270 


746 


TFIIS 


Transcription factor S-II (TFIIS) 


0.069 


8.7 


2 


261-271 


746 


zf-C2H2 


Zinc finger, C2H2 type 


3.9e-07 


33.3 


3 


261-283 


746 


XPA N 


XPA protein N-terminal 


0.21 


7.1 


4 


286-298 


746 


zf-C2H2 


Zinc finger, C2H2 type 


9.4e-08 


35.8 


4 


289-311 


746 


1 zf-C2H2 


Zinc finger, C2H2 type 


4,8e-07 


32.9 


5 


317-339 
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746 


XPA N 


XPA protein N-terminal 


0.13 


7.8 


6 


342-354 


746 


TFIIS 


Transcription factor S-II (TFIIS) 


0.28 


6.6 


5 


345-355 


746 


zf-C2H2 


Zinc finger, C2H2 type 


3.1e-07 


33.7 


6 


345-367 


746 


XPA N 


XPA protein N-terminal 


0.13 


7.8 


7 


370-382 


746 


TFIIS 


Transcription factor S-II (TFIIS) 


0.54 


5.6 


6 


373-383 


746 


zf-C2H2 


Zinc finger, C2H2 type 


3.1e-06 


29.7 


7 


373-395 


746 


XPA N 


XPA protein N-terminal 


0.74 


5.2 


8 


398-410 


746 


TFIIS 


Transcription factor S-II (TFIIS) 


0.073 


8.6 


7 


400-411 


746 


zf-C2H2 


Zinc finger, C2H2 type 


3.3e-07 


33.6 


8 


401-423 


746 


XPA N 


XPA protein N-terminal 


0.72 


5.2 


9 


426-438 


746 


TFIIS 


Transcription factor S-II (TFIIS) 


0.51 


5.7 


8 


429-439 


746 


zf-C2H2 


Zinc finger, C2H2 type 


7.5e-07 


32.2 


9 


429-451 


746 


XPA N 


XPA protein N-terminal 


0.13 


7.8 


10 


454-466 


746 


TFIIS 


Transcription factor S-II (TFIIS) 


0.28 


6.6 


9 


457-467 


746 


zf-C2H2 


Zinc finger, C2H2 type 


4.4e-06 


29.1 


10 


457-479 


746 


XPA N 


XPA protein N-terminal 


0.13 


7.8 


11 


482-494 


746 


TFIIS 


Transcription factor S-II (TFIIS) 


0.28 


6.6 


10 


485-495 


746 


zf-C2H2 


Zinc finger, C2H2 type 


2.7e-07 


33.9 


11 


485-507 


746 


zf-C2H2 


Zinc finger, C2H2 type 


0.0011 


19.4 


12 


515-535 


747 


EMP24 GP25L 


emp24/gp25L/p24 family 


4.9e-80 


276.1 


1 


5-201 


748 


acid phosphat 


Histidine acid phosphatase 


7.9e- 
159 


537.8 


1 


31-371 


749 


C tripleX 


Cysteine rich repeat 


0.92 


4.2 


1 


52-67 


749 


ApoC-I 


Apolipoprotein C-I (ApoC-1) 


0.83 


3.7 


1 


196-260 


749 


PH 


PH domain 


1.5e-20 


69.0 


1 


393-487 


749 


ArfGap 


Putative GTPase activating protein fo 


2.1e-60 


210.7 


1 


527-649 


749 


ank 


1/4 797 823 .. 7 33 


1.5e-08 


33.7 


2 


826-858 


749 


ank 


1/4 797 823 7 33 


0.0001 


20.0 


3 


859-891 


751 


DUF369 


Domain of unknown function 
(DUF369) 


0.17 


5.8 


1 


275-288 


751 


KRAB 


KRAB box 


l.le-20 


77.0 


1 


342-382 


751 


zf-C2H2 


Zinc finger, C2H2 type 


7.8e-06 


28.0 


1 


603-625 


751 


TFIIS 


Transcription factor S-II (TFIIS) 


0.78 


5.1 


1 


604-613 


751 


zf-C2H2 


Zinc finger, C2H2 type 


1.6e-05 


26.8 


2 


631-653 


751 


zf-C2H2 


Zinc finger, C2H2 type 


3.7e-07 


33.4 


3 


693-715 


751 


zf-C3HC4 


Zinc finger, C3HC4 type (RING finger) 


0.54 


2.9 


1 


708-726 


751 


TFIIS 


Transcription factor S-II (TFIIS) 


0.63 


5.4 


3 


721-731 


751 


zf-C2H2 


Zinc finger, C2H2 type 


1.3e-05 


27.2 


4 


721-743 


751 


zf-C2H2 


Zinc finger, C2H2 type 


3.4e-08 


37.4 


5 


751-773 


751 


zf-BED 


BED zinc finger 


0.31 


5.8 


1 


752-774 


751 


zf-C3HC4 


Zinc finger, C3HC4 type (RING finger) 


0.032 


6.3 


2 


766-784 


751 


zf-C2H2 


Zinc finger, C2H2 type 


5.7e-06 


28.6 


6 


779-801 


752 


Vpsl6JST 


Vpsl6, N-terminal region 


2.3e- 
273 


918.3 


1 


1-420 


752 


Ribosomal L36 


Ribosomal protein L36 


0.6 


5.0 


1 


245-281 


752 


Fumerase 


Fumarate hydratase (Fumerase) 


0.71 


3.4 


1 


376-402 


752 


Peptidase M16 
C 


Peptidase Ml 6 inactive domain 


0.29 


5.2 


1 


492-510 


752 


Vpsl6 C 


Vpsl6, C-terminal region 


2.4e-15 


57.9 


1 


517-548 


752 


Vpsl6_C 


Vpsl6, C-terminal region 


4.6e- 
128 


435.6 


2 


554-762 


753 


LRRNT 


Leucine rich repeat N-terminal domain 


0.0011 


14.5 


1 


30-59 


753 


XG FTase 


Xyloglucan fucosyltransferase 


0.53 


2.0 


1 


37-48 


753 


LRR 


Leucine Rich Repeat 


0.36 


6.7 


1 


61-82 
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753 


LRR 


Leucine Rich Repeat 


0.0014 


14.8 


2 


83-106 


753 


LRR 


Leucine Rich Repeat 


5.7e-05 


19.5 


3 


107-131 


753 


LRR 


Leucine Rich Repeat 


2.7e-05 


20.6 


4 


132-155 


753 


LRR 


Leucine Rich Repeat 


0.001 


15.3 


5 


156-179 


753 


LRR 


Leucine Rich Repeat 


0.0036 


13.4 


6 


1 80-203 


753 


LRR 


Leucine Rich Repeat 


0.0016 


14.6 


7 


204-227 


753 


LRR 


Leucine Rich Repeat 


0.00015 


18.1 


8 


228-251 


753 


LRRCT 


Leucine rich repeat G-terminal domain 


9.7e-12 


37.1 


1 


261-311 


754 


A2M_N 


Alpha-2-macroglobulin family N- 
termin 


4.5e-91 


312.7 


1 


6-613 


754 


Big 1 


Bacterial Ig-like domain (group 1) 


0.62 


3.9 


1 


382-403 


754 


A2M 


Alpha-2-macroglobulin family 


6.2e-64 


214.2 


1 


721-949 


754 


A2M 


Alpha-2-macroglobulin family 


6.2e- 
132 


444.2 


2 


983- 
1469 


754 


Pox_D2 


Pox virus D2 protein 


0.18 


3.4 


1 


1446- 
1461 


755 


DUF904 


Protein of unknown function (DUF904) 


0.21 


6.7 


1 


116-125 


755 


DUF536 


Protein of unknown function, DUF536 


0.47 


6.4 


1 


162-192 


755 


Syntaxin 


Syntaxin 


0.11 


7.9 


1 


163-197 


755 


fibrinogenC 


Fibrinogen beta and gamma chains, C-t 


1.7e-09 


32.1 


1 


242-275 


755 


fibrinogen C 


Fibrinogen beta and gamma chains, C-t 


1.9e-25 


86.7 


2 


279-422 


756 


ig 


Immunoglobulin domain 


1.3e-06 


27.6 


1 


43-102 


756 


ig 


Immunoglobulin domain 


2.2e-05 


23.0 


2 


137-198 


756 


FYRN 


F/Y-rich N-terminus 


0.55 


5.3 


1 


181-200 


756 


ig 


Immunoglobulin domain 


6.5e-09 


36.2 


3 


242-299 


756 


ig 


Immunoglobulin domain 


2.3e-05 


22.9 


4 


339-388 


756 


ig 


Immunoglobulin domain 


2.9e-08 


33.8 


5 


424-481 


756 


ig 


Immunoglobulin domain 


7.7e-07 


28.5 


6 


514-579 


756 


fn3 


Fibronectin type III domain 


7.7e-23 


81.1 


1 


598-687 


756 


fn3 


Fibronectin type III domain 


9.1e-08 


28.7 


2 


700-790 


756 


fh3 


Fibronectin type III domain 


9.3e-17 


60.0 


3 


802-891 


756 


fn3 


Fibronectin type III domain 


1.6e-09 


34.8 


4 


903-986 


757 


LRR 


Leucine Rich Repeat 


0.29 


7.0 


1 


52-75 


757 


LRR 


Leucine Rich Repeat 


0.003 


13.7 


2 


76-99 


757 


LRR 


Leucine Rich Repeat 


4e-05 


20.0 


3 


100-123 


757 


LRR 


Leucine Rich Repeat 


0.021 


10.8 


4 


124-147 


757 


LRR 


Leucine Rich Repeat 


3e-05 


20.4 


5 


148-171 


757 


LRR 


Leucine Rich Repeat 


0.00019 


17.8 


6 


172-195 


757 


FliD 


Flagellar hook-associated protein 2 


0.96 


1.2 


1 


194-209 


757 


LRR 


Leucine Rich Repeat 


0.16 


7.8 


7 


196-216 


757 


LRRCT 


Leucine rich repeat C-terminal domain 


9.3e-10 


31.0 


1 


240-285 


757 


ig 


Immunoglobulin domain 


9.4e-09 


35.6 


1 


301-359 


757 


fn3 


Fibronectin type III domain 


0.00045 


15.9 


1 


444-496 


758 


LRR 


Leucine Rich Repeat 


0.29 


7.0 


1 


52-75 


758 


LRR 


Leucine Rich Repeat 


0.003 


13.7 


2 


76-99 


758 


LRR 


Leucine Rich Repeat 


4e-05 


20.0 


3 


100-123 


758 


LRR 


Leucine Rich Repeat 


0.021 


10.8 


4 


124-147 


758 


LRR 


Leucine Rich Repeat 


3e-05 


20.4 


5 


148-171 


758 


LRR 


Leucine Rich Repeat 


0.00019 


17.8 


6 


172-195 


758 


FliD 


Flagellar hook-associated protein 2 


0.96 


1.2 


1 


194-209 


758 


LRR 


Leucine Rich Repeat 


0.16 


7.8 


7 


196-216 


758 


LRRCT 


Leucine rich repeat C-terminal domain 


9.3e-10 


31.0 


1 


240-285 


758 


ig 


Immunoglobulin domain 


9.4s-09 


35.6 


1 


301-359 


758 


fn3 


Fibronectin type III domain 


0.013 


10.8 


1 


466-500 
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759 


Serendipity_A 


Serendipity locus alpha protein (SRY- 


0.35 


2.3 


1 


98-106 


759 


EGF 


EGF-like domain 


0.76 


5.8 


1 


111-133 


759 


SEA 


SEA domain 


4.9e-06 


22.1 


1 


168-237 


759 


ig 


Immunoglobulin domain 


9.8e-07 


28.1 


1 


286-352 


759 


AIG2 


AIG2-iike family 


0.81 


2.4 


1 


329-340 


759 


ig 


Immunoglobulin domain 


0.33 


7.4 


2 


485-547 


759 


60KD IMP 


60Kd inner membrane protein 


0.64 


3.1 


1 


502-523 


759 


Atracotoxin - 


Delta Atracotoxin 


0.31 


6.4 


1 


628-642 


759 


CAS CSE1 


CAS/CSE protein, C-terminus 


0.28 


5.8 


1 


902-915 


759 


GPS 


Latrophilin/CL-l-like GPS domain 


2e-14 


54.5 


1 


950- 
1002 


759 


7tm_2 


7 transmembrane receptor (Secretin fa 


6.4e-21 


73.4 


1 


1009- 
1273 


759 


ATP-synt_G 


Mitochondrial ATP synthase g subunit 


0.66 


3.9 


1 


1267- 
1279 


759 


SH 


Viral small hydrophobic protein 


0.63 


4.1 


1 


1273- 
1292 


760 


TFIIS 


Transcription factor S-II (TFIIS) 


0.27 


6.6 


1 


107-117 


760 


zf-C2H2 


1/13 93 101 .. 16 24 


0.00013 


23.2 


2 


107-129 


760 


zf-C2H2 


1/13 93 101 16 24 


3.2e-06 


29.6 


3 


135-157 


760 


Ribosomal L19e 


Ribosomal protein L19e 


0.59 


3.9 


1 


143-161 


760 


TFIIS 


Transcription factor S-II (TFIIS) 


0.08 


8.4 


3 


163-173 


760 


zf-C2H2 


1/13 93 101 .. 16 24 


1.5e-05 


26.9 


4 


163-185 


760 


XPA N 


XPA protein N-terminal 


0.37 


6.2 


3 


188-200 


760 


TFIIS 


Transcription factor S-II (TFIIS) 


0.08 


8.4 


4 


191-201 


760 


zf-C2H2 


1/13 93 101 16 24 


4.3e-06 


29.1 


5 


191-213 


760 


XPA N 


XPA protein N-terminal 


0.15 


7.6 


4 


216-229 


760 


TFIIS 


Transcription factor S-II (TFIIS) 


0.31 


6.4 


5 


219-229 


760 


zf-C2H2 


1/13 93 101 .. 16 24 


2.4e-06 


30.1 


6 


219-241 


760 


XPA N 


XPA protein N-terminal 


0.45 


5.9 


5 


244-256 


760 


TFIIS 


Transcription factor S-II (TFIIS) 


0.013 


11.2 


6 


247-257 


760 


zf-C2H2 


1/13 93 101 .. 16 24 


9.1e-07 


31.8 


7 


247-269 


760 


XPA N 


XPA protein N-terminal 


0.29 


6.6 


6 


272-284 


760 


zf-C2H2 


1/13 93 101 16 24 


3.8e-08 


37.2 


8 


275-297 


760 


zf-BED 


BED zinc finger 


0.13 


7.1 


3 


276-298 


760 


zf-C2H2 


1/13 93 101 16 24 


3e-06 


29.7 


9 


303-325 


760 


TFIIS 


Transcription factor S-II (TFIIS) 


0.019 


10.6 


9 


331-341 


760 


zf-C2H2 


1/13 93 101 16 24 


3.1e-06 


29.7 


10 


331-353 


760 


zf-C2H2 


1/13 93 101 16 24 


2.7e-07 


33.9 


11 


359-381 


760 


zf-BED 


BED zinc finger 


0.63 


4.8 


4 


360-382 


760 


PqiA 


Paraquat-inducible protein A 


0.55 


4.0 


2 


378-409 


760 


XPA N 


9/11 356 366.. 1 11 


0.22 


7.0 


10 


384-396 


760 


zf-C2H2 


1/13 93 101 16 24 


8.8e-08 


35.9 


12 


387-409 


760 


TFIIS 


Transcription factor S-II (TFIIS) 


0.036 


9.7 


12 


415-425 


760 


zf~C2H2 


1/13 93 101 .. 16 24 


0.028 


13.7 


13 


415-437 


761 


Clq 


Clq domain 


0.77 


4.7 


1 


104-116 


761 


DUF127 


Protein of unknown function DUF127 


0.81 


2.3 


1 


134-143 


761 


Hydrolase 


haloacid dehalogenase-like hydrolase 


0.53 


4.3 


1 


176-189 


761 


Hydrolase 


haloacid dehalogenase-like hydrolase 


0.27 


5.3 


2 


443-477 


761 


Hydrolase 


haloacid dehalogenase-like hydrolase 


0.65 


4.0 


3 


543-620 


761 


PgpA 


Phosphatidyl glycerophosphatase A 


0.96 


2.9 


1 


745-760 


761 


DUF418 


Protein of unknown function (DUF41 8) 


0.15 


6.0 


1 


833-887 


763 


zf-HIT 


HIT zinc finger 


0.21 


8.5 


1 


161-179 


763 


zf-C2H2 


Zinc finger, C2H2 type 


0.0099 


15.5 


1 


170-193 
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764 


FHA 


FHA domain 


0.024 


ll.6 


1 


25-90 


764 


HIT 


HIT domain 


6e-05 


15. 8 


1 


181-235 


764 


DcpS 


Scavenger mRNA decapping enzyme 
(DcpS 


0.0099 


8.2 


1 


210-271 


764 


DUF369 


Domain of unknown function 
(DUF369) 


0.35 


4.8 


1 


219-239 


764 


zf-C2H2 


Zinc finger, C2H2 type 


0.026 


1 *> A 

13.9 


1 


Tin HQ 

3 1 /-jjy 


767 


Cwf_Cwc_15 


Cwfl5/Cwcl5 cell cycle control protei 


8.6e- 

1 iC 1 

161 


544.3 


1 




1 no 

i-22y 


767 


DUF692 


Protein of unknown function (DUF692) 


A A 1 

0.91 


2.6 


— 


1 07 1 A Q 

12 /-14o 


768 


SRCR 


Scavenger receptor cysteine-ricn doma 


9.2e-36 


12/. 9 


1 


32-12y 


768 


SRCR. 


Scavenger receptor cysteme-nch doma 


6.5e-15 


54.2 




142-24 / 


768 


Lysyl oxidase 


Lysyl oxidase 


l.2e-80 


278.1 


1 


If 1 O ^ A 

25 1-359 


769 


RHS 


RHS protein 


0.83 


4.8 




11 /to 
31-43 


769 


GatB 


PET112 family, C terminal region 


0.41 


5.8 


i 


64-86 


769 


Glyco transf 8 


Glycosyl transferase family 8 


l.9e-l0 


40.1 


1 


65-227 


769 


Phage holin 4 


Holin family 


0.84 


4.0 


1 


269-252 


770 


WD40 


WD domain, G-beta repeat 


0.5 


6.4 




1 A 1 A/I 

169-194 


770 


WD40 


WD domain, G-beta repeat 


5.2e-06 


23.8 




225-251 


770 


DUF130 


Domain of unknown function DIJF130 


0.074 


5.9 


1 


o/i i o^^r 
241-2DD 


770 


WD40 


WD domain, G-beta repeat 


0.35 


7.0 j 




T7/I /I A1 

3 /4-4U1 


771 


TPR 


TPR Domain 


0.27 


7.6 


1 


1 AA 01 /I 

190-214 


773 


CTP_transf_l 


Cytidylyltransferase family 


3.3e- 
125 


426.1 


1 


/-a /i nn 
69-400 


773 


DAG PE-bind 


11 » / 1 * 11 11*1* 

Phorbol esters/diacylglycerol binding 


0.28 


7.3 




1 1 CO 


773 


Pyridox oxidase 


* i ♦ t~ i i i « * 1 _ 

Pyridoxamme 5 -phosphate oxidase 


0.34 


2. / 


~T 

_i 


320-334 


773 


KIX 


KIX domain 


0.48 


C A 


— 


41D-43D 


774 


CBM 20 


r-s i ii*i* i • 

Starch binding domain 


r\ Ann 

0.078 


8.5 


— 


ozr 1 AC 
oO- 1UD 


774 


WD40 


TTf T1T\ 1 * 1 J 

WD domain, G-beta repeat 


3.9e-u8 




.1 


10D-2U3 


775 


TACC 


r-r-i r» • • J • "1 J " 1 j 

Transforming acidic coiled-coil-conta 


0.43 




-4 


3 12-33^4- 


775 


bZIP 


1/2 308 325 .. 48 65 


0.39 




_± 


z fUo-'4-3o 


776 


Tweety 


Tweety 


3.4e- /4 


loo.o 


a 


21-^13 


779 


-w- -w- w 1 • f 

HesB-like 


HesB-like domain 


1 O „ /I 1 


1 11 C 
132. D 


_i 


AO 1^1 

4y- 1 j i 


780 


* 

ig 


Immunoglobulin domain 


A A 1 C 

0.015 


1 O /l 

12.4 


-4 


2-j / 


780 


ig 


Immunoglobulin domain 


A AAAOO 


lo.O 


— 


QtC ICC 


781 


Mpvl7 PMP22 


Mpvl7 / PMP22 family 


8e-14 


5 1.5 


— 


1 OQ 1 01 

i2y-iy i 


781 


Adenovirus PX 


Adenovirus late L2 mu core protein (P 


A £ C 

0.65 


5.4 


i 


1 00 1 
133-11)2 


782 


sic 


sic protein 


A 1 

0.1 


O A 

3.9 




1 RA OOQ 
lo4-23y 


783 


Collagen 


Collagen triple helix repeat (20 copi 


5.5e-07 


28.5 




13-51 


783 


Collagen 


yH 11 • • 1 1 1 ■ J / £\ * 

Collagen triple helix repeat (20 copi 


0.044 


1 A 1 

10.1 


2 


CO 0 1 


783 


Collagen 


Collagen triple helix repeat (20 copi 


0.014 


12.0 


3 


O/T 1 A/1 

oo- 1U4 


783 


Collagen 


Collagen triple helix repeat (20 copi 


0.029 


1 A 1 

10.7 


4 


1 a^ i n 
106-12/ 


783 


Collagen 


Collagen triple helix repeat (20 copi 


i*\ A1 O 

0.013 


12.1 


5 


1 OO 1 C A 

132-150 


783 


Collagen 


Collagen triple helix repeat (20 copi 


0.04 


10.3 


6 


ICO 1 TO 

152-173 


783 


Collagen 


Collagen triple helix repeat (20 copi 


0.013 


12. 1 


1 


1 OC 1 A/T 

175-196 


783 


Collagen 


Collagen triple nenx repeat (zU copi 


O A'? 
Z.jc-U / 




R 
o 


1 QR_?^7 


783 


S- 

AdoMet_syntD3 


S-adenosylmethionine synthetase, C-te 


0.29 


4.1 


1 


232-247 


783 


vwa 


von Willebrand factor type A domain 


l.2e-46 


149.1 




266-448 


783 


Kunitz BPTI 


Kunitz/Bovine pancreatic trypsin inhi 


2.2e-23 


71.1 




540-590 


784 


DUF388 


Domain unknown function (DUF388) 


0.047 


8.8 




1-18 


784 


Mtap PNP 


Phosphorylase family 2 


0.26 


5.1 




1-18 


784 


Sterol desat 


Sterol desaturase 


l.8e-48 


164.1 




57-263 


785 


ig 


Immunoglobulin domain 


O.OOll 


16.7 




116-176 
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785 


malic 


Malic enzyme, N-terminal domain 


0.76 


2.6 


1 


203-209 


785 


ig 


Immunoglobulin domain 


3.6e-10 


40.9 


2 


331-391 


785 


APOBEC C 


APOBEC-like C-terminal domain 


0.88 


5.2 


1 


446-474 


785 


enolase 


Enolase, C-terminal TIM barrel domain 


0.26 


4.4 


1 


600-618 


785 


RNA_pol Rpbl 
5 


RNA polymerase Rpbl, domain 5 


0.65 


1.5 


1 


1034- 
1489 


785 


ig 


Immunoglobulin domain 


4.9e-05 


21.7 


3 


1363- 
1415 


785 


sigma70_r3 


Sigma-70 region 3 


■TV 

0.6 


5.7 


1 


1461- 
1 481 


785 


ig 


Immunoglobulin domain 


5.2e-08 


32.9 


A 

4 


1552- 
1613 


786 


1"^ "VTA "1 1 * 

RNA hehcase 


RNA hehcase 


0.00029 


15.0 


1 


30-53 


786 


1 i A 

AAA 


ATPase family associated with various 


0.00038 


13.8 


1 


32-48 


786 


NACHT 


NACHT domain 


0.0022 


12.0 


1 


34-56 


786 


ATP-bmd 


Conserved hypothetical ATP binding pr 


0.64 


3.5 


1 


''J £- AS~ 

35-46 


786 


NB-ARC 


NB-ARC domain 


0.62 


2.7 


1 


35-50 


786 


ADK 


Adenylate kinase 


2.2e-05 


19.0 




67-114 


786 


ADK 


Adenylate kinase 


0.12 


6.2 


2 


127-160 


786 


zz 


Zmc finger, ZZ type 


0.097 


8.8 


1 


146-lD / 


786 


SRP54 


SRP54-type protein, GTPase domain 


0.3 


5.9 


1 


390-40o 


786 


SKI 


Snikimate kinase 


0.12 


6.4 


1 


o r\n a 1 O 


786 


ATP-bmd 


Conserved hypothetical ATP binding pr 


0.83 


3.1 




396-413 


786 


RHD3 


Root hair defective 3 GTP-bindmg pro 


0.039 


5.3 


1 


U m A 1 1 

39/-41 1 


786 


CoaE 


Dephospho-CoA kinase 


0.12 


6.4 


1 


/I AO /111 


786 


Thymidylate km 


Til * 1 1 ±. 1 * 

Thymidylate kinase 


A O 1 

0.81 


2.1 




/J AO /11 O 

4U2-4 1 o 


788 


SH3 


SH3 domain 


2.3e-14 


55.4 


i 


1-56 


789 


SH3 


SH3 domain 


l.5e-l5 


59.8 


1 


73-129 


790 


TIMP 


Tissue inhibitor of metalloprotemase 


1.2e-89 


243,9 


1 


">A 11/ 

20-116 


790 


Phyto_Pns9_10 


Phytoreovirus nonstructural protein P 


0.44 


3.0 


1 


1 AO 1 AO 

102-108 


791 


DUF716 


Family of unknown function (DUF716) 


0.93 


3.4 


1 


26-54 


791 


DcuC 


C4-dicarboxylate anaerobic carrier 


0.4 


4.3 


1 


OT A O 

27-48 


791 


FLO LFY 


Floncaula / Leafy protein 


0.22 


2.7 


1 


127-140 


791 


lectin c 


it » * » 1 * 

Lectin C-type domain 


1.9e-07 


31. 5 


1 


1 /f /-\ <~» y"^7 

1 62-267 


792 


UDPGT 


UDP-glucoronosyl and UDP-glucosyl 
tra 


7.9e- 
258 


866.7 




24-447 


,■— f y-y /■> 

792 


Pox E8 


Poxvirus E8 protein 


0.81 


3.1 


1 


56-70 


792 


Glyco tran 28 C 


Glycosyltransferase family 28 C-termi 


0.06 


7.5 


1 


OAO 11/1 

292-314 


793 


TRAPP Bet3 


Transport protein particle (TRAPP) co 


l.le-67 


235.0 


1 


6-173 


794 


PCMT 


Protem-L-isoaspartate(D-aspartate) O 


0.0055 


ll. 0 


1 


74-113 


794 


Ubie methyltran 


ubiE/COQ5 methyltransferase family 


1.9e-05 


18. 5 


1 


161-182 


794 


Methyltransf_8 


T T 1 * * 1 1 Ii 

Hypothetical methyltransferase 


0.04 


7.5 


1 


168-182 


795 


Brix 


Brix domain 


2e-88 


303.9 


1 


1-248 


795 


PDZ 


PDZ domain (Also known as DHR or 
GLGF 


0.3 


6.3 


1 

— 


246-273 


795 


7tm 1 


/ transmembrane receptor (i no dop sin r 


je-4Z 






AAA fn\ 


795 


Lip A acyltrans 


Bacterial lipid A biosynthesis acyltr 


0.4 


4.3 




532-558 


795 


ACPS 


4-phosphopantetheinyl transferase su 


0.72 


3.3 




585-600 


796 


ig 


Immunoglobulin domain 


0.0042 


14,5 




33-110 


797 


ig 


Immunoglobulin domain 


0.0042 


14.5 




33-110 


798 


ig 


Immunoglobulin domain 


0.0042 


14,5 




33-110 


798 


FliL 


Flagellar basal body-associated prote 


0.029 


9.2 




170-203 


798 


DcuC 


C4-dicarboxylate anaerobic carrier 


0.044 


7.9 




174-193 


799 


PH 


PH domain 


1.9e-21 


72.0 




14-112 



1' 
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Repeats 


Position 


800 


Ifi-6-16 


Interferon-mduced 6-16 family 


l.le-41 


-t A A A 

144.4 


1 


10-87 


800 


GLTT 


GLTT repeat (6 copies) 


0.18 


7.7 


1 


-1/1 y! ^ 

14-42 


800 


CRCB 


CrcB-like protein 


0.18 


7. 1 


1 


70-88 


801 


Ifi-6-16 


Interferon-induced 6-16 family 


3.7e-46 


159.7 


1 


17-99 


801 


CjLI I 


GLTT repeat (6 copies) 


0.18 


in 


1 


26-54 


801 


CRCB 


CrcB-like protein 


0.18 


7.1 


1 


82-100 


802 


ank 


Ankyrin repeat 


I 


5.7 


1 


338-367 


802 


RmuC 


RmuC family 


0.49 


3.9 


1 


621-657 ! 


804 


ig 


Immunoglobulin domain 


0.0002 


19.4 


1 


35-111 


804 


DUF708 


Protein of unknown function (DUF708) 


0.27 


J.O 


1 


230-246 


804 


CDC50 


LEM3 (hgand-effect modulator 3) fami 


0.049 


o.o 


1 


231-258 


806 


EOF 


EGF-hke domain 


0.0019 


15.2 


1 


60-95 


807 


EGF 


-. T . — , -i - ■ "1*1 i * 

EGF-hke domain 


0.0019 


15.2 




60-95 


808 


EOF 


EGF-like domain 


0.0019 


15.2 


i 


60-95 


809 


PI3 PI4 kinase 


Phosphatidylinositol 3- and 4-kinase 


0.89 


3.6 


1 


6-35 


809 


ig 


Immunoglobulin domain 


4.9e-06 


25.4 


1 


109-171 


811 


Alpha adaptin C 


Alpha adaptin AP2, C-terminal domain 


0.061 


5.2 


1 


92-104 


811 


MHC I 


Class I Histocompatibility antigen, d 


0.02 1 


9.1 


2 


120-205 


812 


ig 


Immunoglobulin domain 


3.7e-l0 


40.9 


2 


78-137 


812 


ig 


Immunoglobulin domain 


0.00 18 


15.9 


3 


176-237 


812 


« 

ig 


v 111*1 * 

Immunoglobulin domain 


3.7e-08 


33.4 


4 


274-335 


812 


DNA_pol_B_2 


DNA polymerase type B, organellar 

i 

and 


0.018 


7.9 


1 


291-347 


812 


OapA 


Opacity-associated protein A 


0.44 


2.4 


1 


300-322 


812 


ig 


Immunoglobulin domain 


0.0012 


16.6 


5 


369-430 


812 


ig 


Immunoglobulin domain 


7.7e-07 


28.5 


6 


465-529 


813 


zf-C3HC4 


Zinc finger, C3HC4 type (RING fmger) 


0.65 


2.6 


1 


55-63 


813 


LRRCT 


Leucine rich repeat C-termmal domain 


0.15 


5.9 


1 


61-85 


813 


DUF909 


Bacterial protein of unknown function 


0.4 


5.7 


1 


237-256 


813 


ig 


Immunoglobulin domain 


0.0047 


14.3 


1 


295-358 


813 


ig 


Immunoglobulin domain 


1.2e-08 


35.2 


2 


393-452 


813 


Noll_Nop2_Sun 


NOLl/NOP2/sun family 


0.28 


4.1 


1 


629-671 


813 


ig 


Immunoglobulin domain 


1.2e-05 


24.0 


3 


1468- 
1530 


813 


ig 


Immunoglobulin domain 


l.le-06 


27.9 


4 


1565- 
1627 


813 


ig 


Immunoglobulin domain 


6.2e-09 


36.3 


5 


1662- 
1724 


813 


CD2 


T-cell surface antigen CD2 protein 


0.19 


3.9 


1 


1701- 
1749 


813 


ig 


Immunoglobulin domain 


2.6e-09 


37.7 


6 


1761- 
1823 


813 


ig 


Immunoglobulin domain 


8.7e-06 


24.5 


7 


1858- 
1926 


813 


ig 


Immunoglobulin domain 


3.7e-10 


40.9 


8 


1961- 
2020 


813 


ig 


Immunoglobulin domain 


0.0018 


15.9 


9 


2059- 
2120 


813 


ig 


Immunoglobulin domain 


3.7e-08 


33.4 


10 


2157- 
2218 


813 


DNA__pol_B_2 


DNA polymerase type B, organellar 
and 


0.018 


7.9 


1 


2174- 
2230 


813 


OapA 


Opacity-associated protein A 


0.44 


2.4 


1 


2183- 

2205 
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813 


ig 


Immunoglobulin domain 


0.0012 


16.6 


1 h 

ll 


^ ^ ^ ^ 

2252- 
2313 


813 


ig 


Immunoglobulin domain 


7.7e-07 


28.5 


12 


2348- 
24 1Z 


814 


DUF126 


Protein of unknown function DUF126 


0,08 


6. 1 


1 


i-y 


814 


LRRNT 


Leucine rich repeat N-termmal domain 


3e-07 


26.4 


1 


ZO-JO 


814 


LRR 


Leucine Rich Repeat 


a nm A 

0.0074 


12.4 


1 


c. q Q i 


814 


Phage holm_4 


T t 1 * r» • 1 

Holm family 


0.73 


4.2 


1 


A QQ 


814 


LRR 


Leucine Rich Repeat 


A AA AC A 

0.00054 


i r ^ 

16.2 


z 




814 


LRR 


Leucine Rich Repeat 


A AAC 

0.005 


1 O A 

12.9 


3 


1 1 1Q 

luo-izy 


814 


LRR 


Leucine Rich Repeat 


0.00025 


17.3 


4 


130-153 


814 


LRR 


Leucine Rich Repeat 


0.00088 


15. 5 


5 


154-1 / / 


814 


LRR 


Leucine Rich Repeat 


0.0028 


13.8 


6 


186-209 


814 


LRRCT 


Leucine rich repeat Otermmal domain 


2.4e-13 


42.0 


1 : 


219-280 


814 


DUF909 


Bacterial protein of unknown function 


0.4 


5.7 


1 


432-451 


814 


ig 


Immunoglobulin domain 


0.0047 


14.3 


1 


490-553 


814 


ig 


Immunoglobulin domain 


1.2e-08 


35.2 


2 


588-647 


814 


Noll Nop2_Sun 


NOLl/NOP2/sun family 


0.28 


4.1 


1 


824-866 


814 


ig 


Immunoglobulin domain 


1.2e-05 


24.0 


3 


1663- 
1725 


814 


ig 


Immunoglobulin domain 


Lle-06 


27.9 


4 


1760- 
1822 


814 


ig 


Immunoglobulin domain 


6.2e-09 


36.3 


5 


1857- 
1919 


814 


CD2 


T-cell surface antigen CD2 protein 


0.19 


3.9 


1 


1896- 
1944 


814 


ig 


Immunoglobulin domain 


2.6e-09 


37.7 


6 


1956- 
2018 


814 


ig 


Immunoglobulin domain 


8.7e-06 


24.5 


7 


2053- 
2121 


814 


ig 


Immunoglobulin domain 


3.7e-10 


40.9 


8 


2156- 
2215 


814 


ig 


Immunoglobulin domain 


0.0018 


15.9 


9 


2254- 
2315 


814 


ig 


Immunoglobulin domain 


3.7e-08 


33.4 


10 


2352- 
2413 


814 


DNA_polJ3_2 


DNA polymerase type B, organellar 
and 


0.018 


7.9 


1 


2369- 
2425 


814 


OapA 


Opacity-associated protein A 


f\ A A 

0.44 


2.4 


1 


2378- 
2400 


814 


ig 


Immunoglobulin domain 


0.0012 


16.6 


1 1 
11 


2447- 
2508 


814 


ig 


Immunoglobulin domain 


7.7e-07 


28.5 


12 


2543- 
zoU/ 


816 


Apolipoprotein 


Apolipoprotein A1/A4/E family 


2.3e-ll 


42.3 






816 


T-\T TT70 f\ 

DUF260 


Protein ot unknown function JJUrZou 




D.J 


"1 


04-107 


816 


Adeno PIX 


Adenovirus hexon-associated protein ( 


0.49 


4.4 




95-110 


816 


BcrAD BadFG 


BadF/BadG/BcrA/BcrD ATPase family 


0.12 


6.2 




134-180 


816 


Apolipoprotein 


Apolipoprotein A1/A4/E family 


0.011 


10.5 




172-258 


816 


MM_CoA_mutas 
e 


Methylmalonyl-CoA mutase 


0.84 


1.9 




264-306 


817 


Apolipoprotein 


Apolipoprotein A1/A4/E family 


2.3e-ll 


42.3 




93-168 


817 


DUF260 


Protein of unknown function DUF260 


0.64 


3.5 




94-107 


817 


Adeno PIX 


Adenovirus hexon-associated protein ( 


0.49 


4.4 




95-110 
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817 


BcrAD BadFG 


BadF/BadG/BcrA/BcrD ATPase family 


0.12 


6.2 


i 


134-180 


817 


A 1 * • • 

Apolipoprotein 


Apolipoprotein A1/A4/E family 


0.011 


10.5 




1 72-25 o 


817 


N\ JP A*~*t A j 

MM_CoA_mutas 
e 


Methylmalonyl-CoA mutase 


0.84 


1.9 


1 


264-iOo 


818 


DUF717 


T» > r- i _ .„^_ X' . ^.^.J (TM TC71 *7\ 

Protein of unknown function (DUr / I /) 


1 


/I A 

4.0 


_i 


1 A A 1 O 1 


818 


MHC 1 


Class I Histocompatibility antigen, d 


u.oy 


1 o 
D. 1 


-J 


OOA OQO 

zzo-zjy 


819 


Pox D5 


Poxvirus D5 protem-liKe 


i 


o o 
Z.2 


— 


1 iC OO 


819 


phoslip 


T>1 1 1 ■ „ AO 

Pnospholipase A2 


i.4e-4y 


1 TO /I 

1 /2.4 


— 


O 1 1 /I ^ 

Zl - 14 j 


819 


RFX_DN A_ bindi 
ng 


RFX DN A- binding domain 


U.o4 


o n 
2.9 


— ■ 


CA ^T 

jUO / 


82 1 


MR_MLE_JN 


— . _ . — 

Mandelate racemase / muconate lactom 


1 .oe-UD 


1 T A 
1 /.U 





y-i iz 


82 1 


PeptidaseJSzo 


Signal peptidase 1 


U.io 


Q O 
D.O 


_j 


OA 


82 1 


CheR IS 


CheR methyl transferase, all-alpha dom 


A A 


£L T 
0. / 


~ 


jto TA 
JO- /4 


821 


MR MLJE 


Mandelate racemase / muconate lactoni 


O ^ca AQ 

z.De-Uo 


OA A 


_J 


1 01 O^^ 
iy 1-Zj j 


o22 


NAr 


JNucleosome assembly protein (JNArj 


oe-iv i 


044. D 


_J 


1 O OOn" 
IZ-Zo j 


oz2 


A"* A T 

vxAl 


LjA l domain 


A OO 
U.Z / 


A Q 

4.y 




1 1 A 1 0^ 
1 in- 1 ZD 


oZZ 


TNT I'd 1 < 

JJUr 1 ID 


Jrrotem ot unKnown iunction uuriij 


a t^; 
u. /o 


0 
D.O 


~ 

— 


1 1 A 1 A^ 
1 IO-It-J 


oZj 


rr/L 


Jrrotein pnospnatase zo 


o.4e- /z 


0*\A A 


-~ 


1 A7 

1 U / j oj 


QO A 

oz4 


vwc 


von Wille brand tactor type o domain 


O Oo 1 A 

z.ze-iu 


11 0 
J /.o 




1 A^ 1 ^1 
1Uj-1 J / 


oz4 


vwc 


von wiueDrana iactor t^^pe aomam 


A 7^ AQ 

4. /e-uy 


jj. 1 


— 




CO/1 

oZ4 


l l.La 


i lJLa aomam 


A O/l 

u.z*+ 


O.J 





1 o no 


ozj 


/tm 1 


/ transmembrane receptor (rnoaopsin i 


1 /l f=> 0 0 

i.4e-zo 


OA 1 
o4. j 


— 


1 1 7^ 
1 — 1 / j 


ozo 


/tm 1 


/ transmemDrane receptor ^rnoaopsm i 


4.De-4^ 


1 A^ t 
14 j . / 





AH 007 


oLI 


bur 


JtiOr-liKe domain 


A AA/^T 
U.UUO / 


i o 0 
1 j.Z 




1^ £>D 


OZ / 




JJelta serrate ligand 


A A O 


/I T 

4. / 


-j 

-j 


A7 ^0 
4 /-OZ 


OO Q 

oZo 


rOX A4o 


PoxA'irus A4o iamiiy 


A 

V.DD 


0 ^ 
Z.J 




11^ 
1 1 J 


oZo 


Tj -*r /-»TN 


xixopoiysaccnaride syntnesis, xixou 


A OO 
U.cSZ 


O A 
Z.4 


-j 




/^A 07 
OH— 0 / 


OO C 

oZo 


r? i, n r~^ a t> 
KllOLrAr 


KnoLrAr domain 


1 .jcOj 


1 00 A 
1 0Z.4 




ini o^n 


oZo 


beco 


rixocyst complex component oeco 


a on 


1 0 
1 .o 


— : 


1 SA-0O7 


coo 

ozy 




L/Uri aomam 


1 . 1 C"JJ 


1 1Z.O 


-j 

— 


S 1 09 
J- J. uz 


ojU 


ni td 
CUrJ 


lud aomam 


1 1 P* 11 

1. LG-DD 


110/^ 
1 1Z.O 




^ i no 

J- 1 uz 


Q1 1 


myosin_neaa 


jviyosm neaa (motor aomain ) 


0 Co 7^ 

o.oc- /O 


O^O 0 
Zj / ,Z 


— j 


Q7 OQA 


OD 1 


Air Dinctz 


r-ioop A 1 rase pi otem iamiiy 


A 1 A 
U. 10 


A Q 

4.y 


— : 


17^ 

lZO"l J7 


oo 1 


JrKlV 


riiospnoriDuioKmase / uname Kinase 


A 1 A 
U. l^f 


^ 0 
J.Z 


-j 


1Z0"1J7 


ooZ 


myosm_neaa 


Jviyosm neaa (^motor aomam j 


/l ip QA 

4. ie-yu 


jUO. 1 


— : 


11 19.1 
D /"DO I 


C20 


Air Dinaz 


r-loop A l rase protein iamiiy 


A 1 A 

u. ID 


A Q 

4.y 


— : 


1 Of, 1 
1ZO-1 J7 


CIO 

ojZ 


DT?T<T 

1 KJLv 


r nospnoriDuiOKinase / uriaine Kinase 


A 1A 
V. 14 


0 

j.Z 


— : 

— 


190 no 

IZO-l J7 


01/1 

oJ4 


/tm 3 


/ 1 ivi cnemoreceptor 


U. 1 / 


i i 
1 . 1 





d /-t+y 


01/1 

oj4 


kazal 


ivazai-type serine protease mnioitor 


0 AO 


11 * 
j j. J 


— 


IDy- L Oj 


Q1A 
Oj4 


4*1*N v rt* AN an*1 ANil^ 1 1 1 -4 -*~s 1 

tnyrogiODuim_ i 


* 1 •» »m /-k AN* 1 ANKN 1 111 V\ 4* T ftN AN 1 "Y* £\*N /^i O 

i nyrogioDuim type-i repeat 


A 1 p» 01 

*+. ie-zi 


OA ^ 
OU.J 


— 


1~\ &-11Q 
d io -j / y 




iviicro A star 


lvncrovirus a protein 


A 1 fs. 
\J. ID 


J. J 




A1 0_A9^ 


C2 < 
ODD 


coronavirus j 


L^oronavirus gene j protein 


A Q1 

u.y i 


1 A 
J.U 


— j 

— 


-^AO ^^1 
j*+U-J J j 


OK 

ojj 




T>X>1jT -V>A«->Ar«4- 

KriiJL repeat 


A 01 
U.O 1 


^ A 




jIU-jjU 


ojO 


Micro A star 


Microvirus A^ protein 


U. 10 


j.j 


-j 

— 


A1 A AO£ 
41U-4Z0 


o3o 


Coronavirus 5 


Coronavirus gene j protein 


A 01 

u.y i 


1 A 
J.U 


— 


^AA 

J4U-J j j 


OjO 


XvT JC/J_v 


T? PpT rPn pnf 

IvTIjIj lcpcdL 


0 si 


J .*T 




J*TV/ J J \J 


837 


BEX 


Brain expressed X-linked like family 


9.8e-86 


266.4 




14-125 


837 


ChaC 


ChaC-like protein 


0.2 


4.5 




67-92 


837 


IlvC 


Acetohydroxy acid isomeroreductase, c 


0.14 


5.9 




68-97 


838 


LRRNT 


Leucine rich repeat N-terminal domain 


4.1e-05 


19.3 




31-59 


838 


LRR 


Leucine Rich Repeat 


0.045 


9.7 




61-84 


838 


LRR 


Leucine Rich Repeat 


0.0026 


13.9 


3 


109-132 


838 


LRR 


Leucine Rich Repeat 


0.002 


14.3 


4 


133-156 


838 


LRR 


Leucine Rich Repeat 


0.0034 


13.5 


5 


157-180 
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838 


LRR 


Leucine Rich Repeat 


0.00019 


17.8 


6 


181-204 


838 


LRR 


Leucine Rich Repeat 


6.4e-05 


19.3 


7 


205-228 


838 


LRR 


Leucine Rich Repeat 


3.4e-05 


20.2 


8 


229-252 


838 


LRR 


Leucine Rich Repeat 


0.59 


6.0 


9 


253-276 


838 


LRR 


Leucine Rich Repeat 


9.3e-05 


18.8 


10 


277-300 


838 


LRR 


Leucine Rich Repeat 


0.0022 


14.1 


11 


301-324 


838 


Scramblase 


Scramblase 


0.76 


1.7 


1 


313-322 


838 


LRR 


Leucine Rich Repeat 


0.0001 


18.6 


12 


326-349 


838 


LRRCT 


Leucine rich repeat C-terminal domain 


4.3e-13 


41.2 


1 


359-405 


838 


UPF0118 


Domain of unknown function DUF20 


1 


2.9 


1 


533-556 


840 


dUTPase 


dUTPase 


0.34 


6.2 




343-362 


841 


ank 


Ankyrin repeat 


0.00082 


16.7 


1 


1-27 


841 


MM_CoA_mutas 

e 


Methylmalonyl-CoA mutase 


0.85 


1.9 


1 


9-43 


841 


ank 


Ankyrin repeat 


7.1e-07 


27.7 


2 


29-61 


841 


ank 


Ankyrin repeat 


2.3e-09 


36.6 


3 


130-162 


841 


ank 


Ankyrin repeat 


2.2e-10 


40.3 


4 


164-196 


841 


Myc N term 


Myc amino-terminal region 


0.27 


3.6 




514-541 


841 


SAM 


SAM domain (Sterile alpha motif) 


1.3e-06 


25.0 




588-640 


842 


DUF370 


Domain of unknown function 
(DUF370) 


1 


3.5 


4 — 


21-36 


842 


ApoL 


Apolipoprotein L 

- 


3.1e- 
1 195 


658.7 


i 


43-345 


842 


HupH_C 


HupH hydrogenase expression protein, 


0.99 


2.7 


i 


116-131 


842 


DUF710 


Family of unknown function (DUF710) 


0.48 


5.0 


i 


297-337 


843 


DUF370 


Domain of unknown function 
(DUF370) 


1 


3.5 


i 


21-36 


843 


ApoL 


Apolipoprotein L 


1.7e- 
194 


656.3 


i 


43-345 


843 


HupH_C 


HupH hydrogenase expression protein, 


0.99 


2.7 


i 


116-131 


Ci A 1 

843 


DUF710 


Family of unknown function (DUF7 10) 


0.48 


5.0 


i 


297-337 


844 


Uteroglobin 


Uteroglobin family | 


1 


3.3 


i 


1-16 


844 


DUF84 


Protein of unknown function DUF84 


0.098 


5.9 


i 


8-22 


844 


TNT TT'n/'A 

DUF960 


Staphylococcal protein of unknown fun | 


0.78 


3.7 


i 


38-63 


O A A \ 

844 


Tail X 


Phage Tail Protein X | 


0.35 


5.8 


i 


45-56 


O A A 

844 


T TV X 

LysM 


LysM domain 


0.36 


6.9 


i 


48-56 


O A A 

844 


ig 


Immunoglobulin domain ] 


3e-07 


30.0 


i 


53-110 


O A A 

844 


ig 


Immunoglobulin domain j 


1.8e-07 


30.9 


2 


150-216 


O A A 

844 


• 

ig 


Immunoglobulin domain j 


2.9e-08 


33.8 


3 


255-310 


a A a 

844 


• 

ig 


Immunoglobulin domain 


4.6e-07 


29.3 


4 


350-417 


O A C 

845 


Uteroglobin 


Uteroglobin family 


1 


3.3 


1 


1-16 


845 


DUF84 


Protein of unknown function DUF84 


0.098 


5.9 


1 


8-22 


Cl A C 

845 


DUF960 


Staphylococcal protem of unknown fun [ 


0.78 


3.7 


1 


38-63 


845 


Tail X 


Phage Tail Protein X i 


0.35 


5.8 


1 


45-56 


O A C 

845 


LysM 


LysM domain I 


0.36 


6.9 


1 


48-56 




"I fT 
Ig 


immunoglobulin domain 


3e-07 


30.0 




53-110 


845 


ig 


Immunoglobulin domain 


1.8e-07 


30.9 


2 


150-216 


845 


ig 


Immunoglobulin domain | 


2.9e-08 


33.8 


3 


255-310 


845 


ig 


Immunoglobulin domain ] 


4.6e-07 


29.3 


4 


350-417 


845 


ig 


Immunoglobulin domain 


l.le-07 


31.6 


5 


456-516 


845 


ig 


Immunoglobulin domain 


8.8e-05 


20.8 


6 


553-617 


845 


APS kinase 


Adenylylsulphate kinase 


0.67 


2.8 


1 


593-609 


845 


fn3 


Fibronectin type III domain 


0.75 


4.7 


1 


656-733 


845 


MAM 


MAM domain 


6.7e-77 


265.6 


1 


753-918 
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845 


E2F TDP 


Transcription factor E2F/dimerisation 


0.56 


3.7 


1 


761-787 


846 


zf-PARP 


Poly(ADP-ribose) polymerase and 
DNA-L 


0.61 


5.0 


1 


38-54 


846 


Albicidin res 


Albicidin resistance domain 


0.49 


6.1 


1 


290-297 


846 


SPDY 


Domain of unknown function 
(DUF317) 


0.37 


5.2 


1 


361-374 


846 


CBF 


CBF/Mak21 family 


0.00014 


14.4 




417-450 


847 


CNH 


CNH domain 


0.00087 


13.7 


~ 


164-217 


847 


NHL 


NHL repeat 


0.14 


9.4 




204-229 


847 


Coprogen_oxidas 


Coproporphyrinogen III oxidase 


0.26 


1.9 


1 


231-246 


847 


Clathrin 


Region in Clathrin and VPS 


0.0094 


11.5 




404-445 


847 


ENTH 


ENTH domain 


0.31 


5.7 


■~ 


794-807 


847 


C2 


C2 domain 


2.2e-18 


63.6 


1 


797-876 


847 


PLA2_B 


Lysophospholipase catalytic domain 


9.1e-51 


178.0 


1 


1108- 
1317 


847 


DUF188 


Uncharacterized BCR, Y^ail/YqxD 
family 


0.9 


2.9 


1 


1314- 
1325 


847 


TAP42 


TAP42-like family 


1 


2.0 


1 


1408- 
1413 


847 


PLA2_B 


Lysophospholipase catalytic domain 


1.2e-12 


43.6 




1429- 
1551 


848 


ENTH 


ENTH domain 


0.31 


5.7 


1 


43-56 


848 


C2 


C2 domain 


2.2e-18 


63.6 


1 


46-125 


848 


PLA2 B 


Lysophospholipase catalytic domain 


2.4e-53 


187.1 


1 


357-566 


848 


DUF188 


Uncharacterized BCR, Yail/YqxD 
family 


0.9 


2.9 


1 


563-574 


O A O 

848 


r 1 1 a t"*» a 

TAP42 


TAP42-hke family 


1 


2.0 


1 


657-662 


O A O 

848 


PLA2 B 


Lysophospholipase catalytic domain 


1.2e-12 


43.6 




678-800 


O A f\ 

849 


SNF7 


SNF7 


1.3e-54 


191.6 




18-178 


849 


GatB N 


PET1 12 family, N terminal region 


0.2 


4.6 


! 


135-146 


849 


Interleukin 13 


Interleukin- 13 


0.24 


6.5 


i 


156-167 


Ci c t\ 

850 


p450 


Cytochrome P450 


2.9e-05 


15.6 


l 


25-112 


(~s r r\ 

850 


Phage_attach 


Phage Head-Tail Attachment 


0.97 


1.6 


i 


69-80 


851 


ig 


Immunoglobulin domain 


8e-09 


35.9 


i 


48-105 


851 




Immunoglobulin domain 


1.5e-12 


49.8 




169-227 


851 


ig 


Immunoglobulin domain 


2.3e-06 


26.7 




265-344 


851 


CD36 


CD36 family 


0.38 


3.9 


l 


377-402 


851 


Neur_chanjmem 
b 


Neurotransmitter-gated ion-channel tr 


0.69 


2.3 


l 


392-401 


r~ 

852 


* 

ig 


Immunoglobulin domain 


8e-09 


35.9 


l 


44-101 


a c r\ 

852 


ig 


Immunoglobulin domain 


1.5e-12 


49.8 




165-223 


852 


ig 


Immunoglobulin domain 


2.3e-06 


26.7 




261-340 


852 


CD36 


CD36 family 


0.38 


3.9 




373-3981 


852 


Neur_chan_mem 
b 


Neurotransmitter-gated ion-channel tr 


0.69 


2.3 


-\ 


388-397 


ODD 


* 

ig 


T 111*1 * 

Immunoglobulin domain 


8e-09 


35.9 




44-101 


853 


bZIP Maf 


bZIP Maf transcription factor 


0.4 


4.3 




101-127 


854 


C2 


C2 domain 


1.8e-39 


134.8 




158-245 


854 


C2 


C2 domain 


8.3e-37 


125.8 




289-377 


855 


DUF1058 


Protein of unknown function 
(DUF1058) 


0.49 


2.3 




79-92 


855 


Pep_M12B_prop 
ep 


Reprolysin family propeptide 


7.2e-06 


18.8 




154-222 


855 


Reprolysin 


Reprolysin (M12B) family zinc metal! o | 


9.5e-18 | 


66.0 


2 


313-456 | 
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855 


Ik JT » * 

Mu-conotoxm 


Mu-Conotoxin 


0.94 


4.6 


1 


356-377 


855 


Astacin 


Astacin (Peptidase family M12A) 


0.65 


3.4 




389-402 


855 


fn2 


Fibronectin type II domain 


0.59 


3.4 


~1 


445-451 


855 


tspl 


Thrombospondin type 1 domain 


3e-16 


55.9 




546-596 


855 


ADAM spacer 1 


ADAM-TS Spacer 1 


1 .6e-49 


174.7 


"1 


702-813 


855 


DSL 


Delta serrate ligand 


0.38 


5.0 




794-812 


855 


tsp 1 


Thrombospondin type 1 domain 


0.0007 


14.6 


2 


832-844 


855 


zf-NF-X 1 


NF-X1 type zinc finger 


0.0071 


8.8 


2 


873-895 


855 


tsp 1 


Thrombospondin type 1 domain 


0.0028 


12.7 


3 


888-909 


855 


tsp_l 


Thrombospondin type 1 domain 


8.2e-08 


27.8 


4 


945-995 


855 


Reo_sigmaC 


Re o virus sigma C capsid protein 


0.73 


2.0 


1 


1216- 
1224 


855 


UPF005 1 


Uncharacterized protein family (UPF00 


0.0073 


8.9 


1 


1284- 

1297 


855 


tsp_l 


Thrombospondin type 1 domain 


0.01 


10.8 


5 


1321- 
1364 


855 


tsp_l 


Thrombospondin type 1 domain 


0.0037 

i 


12.3 


7 


1429- 
1471 


855 


tsp_l 


Thrombospondin type 1 domain 


3.4e-05 


19.0 


8 


1474- 
1530 


O c y~ 

856 


Ifi-6-16 


Interferon-induced 6-16 family 


3.5e-07 


26.2 


1 


21-44 


n t~ f 

856 


CRCB 


CrcB-like protein 


0.18 


7.1 


1 


27-45 


857 


GHMP_kmases 


GHMP kinases putative ATP-binding 
pro 


0.55 


1.9 


1 


81-129 


857 


abhydrolase 


alpha^eta hydrolase fold 


0.02 


9.2 




161-214 


857 


lipase 


Lipase 


0.64 


3.7 


1 


185-213 


857 


abhydrolase 


alpha/beta hydrolase fold 


0.0083 


10.5 




254-324 


857 


DLH 


Dienelactone hydrolase family 


0.4 


3.6 


1 


256-283 


857 


LIP 


Secretory lipase 


0.012 


8.6 


1 


265-290 


857 


UPF0227 


Uncharacterised protein family (UPF02 


0.38 


4.9 


1 


266-296 


857 


abhydrolase 2 


Phospholipase/Carboxylesterase 


0.015 


10.1 


1 


267-290 


857 


Peptidase_M10_ 
N 


Matrix metalloprotease, N-terminal do 


0.63 


2.5 


1 


296-317 


858 


GHMPJdnases 


GHMP kinases putative ATP-binding 
pro 


0.55 


1.9 


1 


74-122 


n r n 

858 


abhydrolase 


alpha/beta hydrolase fold 


0.02 


9.2 


1 


154-207 


o .c o 

858 


i • 

lipase 


-w- * 

Lipase 


0.64 


3.7 


1 


178-206 


oro 

858 


ii j i 
abhydrolase 


alpha/beta hydrolase fold 


0.0083 


10.5 




247-317 


C\ c c\ 

858 


DLH 


Dienelactone hydrolase family 


0.4 


3.6 


1 


249-276 


C\ f 

858 


LIP 


Secretory lipase 


0.012 


8.6 


1 


258-283 


858 


UPF0227 


Uncharacterised protein family (UPF02 


0.38 


4.9 


1 


259-289 


o r* c\ 

858 


1111 <r% 

abhydrolase 2 


Phospholipase/Carboxylesterase 


0.015 


10.1 


1 


260-283 


858 


PeptidaseJV110_ 

*V T 

N 


Matrix metalloprotease, N-terminal do 


0.63 


2.5 


1 


289-310 


859 


T T 1 * 1 * 

H-kmase dim 


Signal transducing histidine kinase, 


0.25 


6.8 


1 


15-55 


859 




i^onagen triple nenx repeat (zu copi 


A O AO 

4.8e-08 


32.5 




244-284 


859 


Collagen 


Collagen triple helix repeat (20 copi 


3.3e-05 


21.8 




285-320 


859 


SRCR 


Scavenger receptor cysteine-rich doma 


6.6e-22 


78.9 




336-433 


859 


MBD 


Methyl-CpG binding domain 


0.52 


4.9 




365-389 


860 


CobS 


Cobalamin-5-phosphate synthase 


0.43 


3.4 




45-58 


860 


LOT 


Prolipoprotein diacylglyceryl transfe 


0.084 


6.6 




64-85 


860 


Collagen 


Collagen triple helix repeat (20 copi 


2.6e-07 


29.7 




304-344 


860 


Collagen 


Collagen triple helix repeat (20 copi 


3.3e-05 


21.8 


2 


345-380 


860 


SRCR 


Scavenger receptor cysteine-rich doma 


2.7e-34 


122.7 


1 


396-493 
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862 


TFIIS 


Transcription factor S-II (TFIIS) 


0.73 


5.1 


1 


192-202 


862 


zf-C2H2 


Zinc finger, C2H2 type 


3.5e-05 


25.4 


1 


192-214 


862 


zf-C2H2 


Zinc finger, C2H2 type 


1.3e-06 


31.2 


2 


220-242 


862 


zf-BED 


BED zinc finger 


0.33 


5.7 


1 


222-243 


862 


mRN A_c ap_enzy 
me 


mRN A capping enzyme, catalytic 
domain 


0.56 


0.5 


1 


245-260 


862 


XPA N 


XPA protein N-terminal 


0.78 


5.1 


2 


245-257 


862 


zf-C2H2 


Zinc finger, C2H2 type 


2.9e-07 


33.8 


3 


248-270 


862 


TFIIS 


Transcription factor S-II (TFIIS) 


0.89 


4.8 


3 


276-286 


862 


zf~C2H2 


Zinc finger, C2H2 type 


2e-06 


30.4 


4 


276-298 


862 


zf-C2H2 


Zinc finger, C2H2 type 


1.6e-05 


26.8 


5 


304-326 


862 


mRNA_cap_enzy 
me 


mRNA capping enzyme, catalytic 
domain 


0.56 


0.5 


2 


329-344 


862 


XPA N 


XPA protein N-terminal 


0.78 


5.1 


4 


329-341 


862 


zf-C2H2 


Zinc finger, C2H2 type 


5.4e-07 


32.7 


6 


332-354 


862 


TFIIS 


Transcription factor S-II (TFIIS) 


0.29 


6.5 


5 


360-370 


862 


zf-C2H2 


Zinc finger, C2H2 type 


l.le-06 


31.5 


7 


360-382 


862 


XPA N 


XPA protein N-terminal 


0.13 


7.8 


6 


385-397 


862 


TFIIS 


Transcription factor S-II (TFIIS) 


0.57 


5.5 


6 


388-398 


862 


zf-C2H2 


Zinc finger, C2H2 type 


9.2e-07 


31.8 


8 


388-410 


862 


XPA N 


XPA protein N-terminal 


0.97 


4.8 


7 


413-425 


862 


TFIIS 


Transcription factor S-II (TFIIS) 


0.14 


7.6 


7 


416-426 


862 


zf-C2H2 


Zinc finger, C2H2 type 


4.4e-06 


29.1 


9 


416-438 


862 


zf-C3HC4 


Zinc finger, C3HC4 type (RING fmger) 


0.38 


3.3 


1 


428-449 


862 


zf-C2H2 


Zinc finger, C2H2 type 


l.le-06 


31.5 


10 


444-466 


862 


TFIIS 


Transcription factor S-II (TFIIS) 


0.054 


9.0 




472-482 


862 


zf-C2H2 


Zinc finger, C2H2 type 


2.9e-07 


33.8 


11 


472-494 


862 


zf-BED 


BED zinc finger 


0.64 


4.8 




477-495 


862 


DC1 


1/2 472 487.. 19 44 


0.16 


6.2 




500-515 


862 


zf-C2H2 


Zinc finger, C2H2 type 


0.00082 


19.9 


12 


500-523 


863 


Dorl 


Dorl -like family 


7e-203 


684.1 


1 


197-553 


863 


bZIP 


bZIP transcription factor 


0.3 


6.3 


1 


224-246 


864 


Ul-C 


Ul small nuclear ribonucleoprotein C 


0.00024 


16.9 


1 


2-51 


864 


zf-CCCH 


Zinc finger C-x8-C-x5-C-x3-H type (an 


2.2e-09 


33.8 


1 


52-78 


865 


WD40 


WD domain, G-beta repeat 


4.2e-08 


31.1 


1 


202-238 


865 


WD40 


WD domain, G-beta repeat 


0.54 


6.3 




282-307 


866 


Felsl 


Fels-1 Propage Protein-like 


0.61 


5.8 


1 


361-376 


867 


aminotran 3 


Aminotransferase class-Ill 


1.5e-40 


134.4 


1 


95-214 


867 


OATP N 


Organic Anion Transporter Polypeptide 


0.81 


4.0 


1 


240-258 


867 


aminotran 3 


Aminotransferase class-Ill 


8.9e~66 


218.5 




281-509 


868 


aminotran 3 


Aminotransferase class-Ill 


1.2e-09 


31.3 


1 


52-111 


868 


OATP N 


Organic Anion Transporter Polypeptide 


0.81 


4.0 


1 


137-155 


868 


aminotran 3 


Aminotransferase class-Ill 


8.9e-66 


218.5 




178-406 


869 


trypsin 


Trypsin 


4.5e-71 


220.5 


1 


63-289 


870 


Glycos transf 1 


Glycosyl transferases group 1 


1.7e-17 


64.4 


1 


144-239 


o/2 


MHYT 


Bacterial signalling protein N termm 


0.6 


4.2 




291-328 


873 


EGF 


EGF- like domain 


2.9e-07 


28.9 




7-43 


873 


laminin EGF 


Laminin EGF-like (Domains III and V) 


1 


4.3 




21-43 


873 


EGF 


EGF-like domain 


9.2e-10 


38.0 


2 


50-81 


873 


EGF 


EGF-like domain 


1 .2e-07 


30.3 


3 


88-119 


873 


EGF 


EGF-like domain 


2.7e-l 1 


43.5 


4 


126-157 


873 


EGF 


EGF-like domain 


5e-ll 


42.5 


5 


168-199 


873 


DSL 


Delta serrate ligand 


0.32 


5.2 


3 


190-199 


873 


EGF 


EGF-like domain 


0.0091 


12.7 


6 


209-234 
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873 


EGF 


EGF-like domain 


0.022 


11.3 


7 


243-267 


873 


EGF 


EGF-like domain 


5e-09 


35.3 


8 


280-3 1 1 


873 


EGF 


EGF-like domain 


1.3e-07 


30.2 


9 


319-350 


873 


Cripto 


Cripto growth factor 


0.11 


6.4 


2 


324-351 


873 


EGF 


EGF-like domain 


8.2e-ll 


41.8 


10 


358-389 


873 


Cripto 


Cripto growth factor 


0.00049 


14.6 


3 


363-390 


873 


laminin EGF 


Laminin EGF-like (Domains III and V) 


0.042 


9.1 


5 


378-390 


873 


EGF 


EGF-like domain 


4.6e-08 


31.8 


11 


396-427 


873 


laminin EGF 


Laminin EGF-like (Domains III and V) 


0.25 


6.4 


6 


416-427 


873 


sushi 


Sushi domain (SCR repeat) 


1.5e-06 


28.7 


1 


433-486 


873 


EGF 


EGF-like domain 


8.7e-09 


34.5 


| 1 2 


492-523 


873 


EGF 


EGF-like domain 


3.9e-09 


35.7 


13 


530-561 


873 


EGF 


EGF-like domain 


1.2e-07 


30.4 


14 


568-599 


873 


granulin 


Granulin 


1 


3.6 


2 


596-608 


873 


EGF 


EGF-like domain 


2.9e-07 


29.0 


15 


606-637 


873 


DSL 


Delta serrate ligand 


0.69 


4.1 


9 


627-637 


873 


fn3 


Fibronectin type III domain 


1.3e-10 


38.6 


1 


641-722 


873 


fn3 


Fibronectin type III domain 


8e-12 


42.8 


2 


740-823 


873 


fh3 


Fibronectin type III domain 


1.2e-12 


45.7 


3 


839-921 


873 


EGF 


EGF-like domain 

** 


5.8e-10 


38.7 


16 


1046- 
1077 


873 


Cripto 


Cripto growth factor 


0.047 


7.7 


5 


1051- 
1078 


875 


AdoHcyase 


S-adenosyl-L-homocysteine hydrolase 


2.2e-6S 


222.4 


1 


81-217 


875 


AdoHcyase 


S-adenosyl-L-homocysteine hydrolase 


1.8e-55 


180.1 


2 


218-507 


875 


AdoHcyase NA 
D 


S-adenosyl-L-homocysteine hydrolase, 


2.2e- 
106 


363.6 


1 


267-428 


875 


TrkA-N 


TrkA-N domain 


0.023 


10.7 


1 


291-322 


875 


GlutR NAD bin 
d 


Glutamyl-tRNAGlu reductase, NAD(P) 
bi 


0.086 


8.1 


2 


337-353 


876 


UQ_con 


Ubiquitin-conjugating enzyme 


0.0058 


11.9 


1 


47-77 


877 


Prominin 


Prominin 


0 


1616. 
6 


1 


18-823 


877 


SPDY 


Domain of unknown function 
(DUF317) 


0.15 


6.5 


1 


80-93 


877 


DUF705 


Protein of unknown function (DUF705) 


0.98 


1.9 


1 


555-565 


878 


fibrinogen C 


Fibrinogen beta and gamma chains, C-t 


7.6e-56 


190.6 


1 


146-382 


879 


fibrinogen^ 


Fibrinogen beta and gamma chains, C-t 


7.6e-56 


190.6 


1 


146-382 


880 


fibrinogen C 


Fibrinogen beta and gamma chains, C-t 


7.6e-56 


190.6 


1 


146-382 


881 


DUF846 


Eukaryotic protein of unknown functio 


0.094 


4.8 


1 


83-113 


882 


DUF381 


Domain of unknown function 
(DUF381) 


0.48 


4.4 


1 


29-35 


883 


TrpjTyr perm 


Tryptophan/tyrosine permease family 


0.0026 


10.3 


1 


42-63 


883 


aa permeases 


Amino acid permease 


8.4e-32 


115.8 


1 


48-371 


883 


Pox 15 


Poxvirus protein 15 


0.24 


6.0 


1 


162-179 


883 


serme_carbpept 


Serine carboxypeptidase 


0.41 


2.3 


1 


378-398 


884 


pkinase 


Protein kinase domain 


6.3e-09 


32.0 


1 


100-150 


884 


CtsR 


Firmicute transcriptional repressor o 


0.61 


3.9 


1 


146-157 


884 


pkinase 


Protein kinase domain 


1.3e-07 


27.2 


2 


151-181 


884 


Pox ser-thr kin 


Poxvirus serine/threonine protein kin 


0.31 


3.8 


1 


165-176 


884 


Herpes UL3 


Herpesvirus UL3 protein 


0.72 


4.0 


1 


338-383 


884 


pkinase 


Protein kinase domain 


0.00084 


13.7 


3 


444-495 


884 


pkinase 


Protein kinase domain 


2.1e-05 


19.4 


4 


604-659 


885 


lectin c 


Lectin C-type domain 


9.9e-10 


40.5 


1 


47-107 
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Repeats 


Position 


886 


spectrin 


Spectrin repeat 


0.4 


5.5 


1 


1042- 
1095 


887 


spectrin 


Spectrin repeat 


0.4 


5.5 


1 


1042- 
1095 


888 


Peptidase_M20 


Peptidase family M20/M25/M40 


5.2e-24 


86.6 


1 


55-295 


889 


sugar_tr 


Sugar (and other) transporter 


0.11 


5.5 


1 


47-103 


889 


Octopine_DH 


NAD/NADP octopine/nopaline 
dehydrogen 


0.26 


4.6 


1 


153-169 


889 


sugar_tr 


Sugar (and other) transporter 


3.7e-08 


28.6 




201-335 


890 


T4 deiodinase 


Iodothyronine deiodinase 


0.37 


4.0 


1 


168-179 


891 


ig 


Immunoglobulin domain 


8.5e-07 


28.3 


1 


55-127 


891 


denso_VP4 


Capsid protein VP4 


0.38 


2.7 


1 


57-69 


892 


bromodomain 


Bromodomain 


9.5e-45 


158.8 




63-152 


892 


bromodomain 


Bromodomain 


3e-40 


143.5 


\ 


356-445 


892 


Alpha_adaptin_C 


Alpha adaptin AP2, C-terminal domain 


0.48 


2.6 


1 


395-407 


892 


Phage X 


Phage X family 


0.97 


3.7 




438-469 


892 


eIF3c N 


Eukaryotic translation initiation fac 


0.51 


1.2 


J 


473-559 


892 


VitellogeninN 


Lipoprotein amino terminal region 


0.61 


1.5 


1 


484-539 


892 


Herpes_U44 


Herpes virus U44 protein 


0.47 


3.1 


1 


515-529 


892 


MAGP 


Microfibril-associated glycoprotein ( 


0.82 


2.7 


1 


919-958 


893 


Pox A type inc 


Viral A-type inclusion protein repeat 


0.23 


7.6 


1 


197-216 


893 


OLF 


Olfactomedin-like domain 


4.6e- 
121 


412.4 


1 


220-470 


893 


Phage_X 


Phage X family 


0.57 


4.5 


1 


362-389 


893 


Peptidase M10 
N 


Matrix metalloprotease, N-terrninal do 


0.86 


2.1 


1 


373-383 


893 


FeThRed_B 


Ferredoxin thioredoxin reductase cata 


0.96 


2.3 




377-393 


894 


kazal 


Kazal -type serine protease inhibitor 


1.7e-10 


44.0 


~ 


88-132 


894 


efhand 


EF hand 


2.2e-05 


23.3 


1 


178-206 


894 


ig 


Immunoglobulin domain 


6.4e-06 


25.0 


1 


262-322 


894 


ig 


Immunoglobulin domain 


2e-09 


38.2 




354-414 


894 


SsgA 


Streptomyces sporulation and cell div 


0.35 


5.9 


1 


541-549 


895 


aminotran 1 2 


Aminotransferase class I and II 


7.5e-20 


71.8 


1 


81-257 


895 


DegT DnrJ Ery 
CI 


DegT/Dnr J/EryC 1/StrS 
aminotransferase 


1 


2.4 


1 


158-178 


895 


TPP_enzymes_C 


Thiamine pyrophosphate enzyme, C- 
term 


0.35 


3.3 


1 


258-279 


896 


LIM 


LIM domain 


9.9e-09 


32.9 


- x 


24-80 


896 


LIM 


LIM domain 


2e-13 


49.7 




83-134 


896 


LIM 


LIM domain 


5.3e-19 


69.5 




153-209 


896 


DUF866 


Eukaryotic protein of unknown functio 


0.035 


7.5 


1 


178-199 


896 


LIM 


LIM domain 


7.5e-07 


26.3 




212-253 


896 


VHP 


Villin headpiece domain 


4.6e-25 


77.5 




538-573 


897 


LytTR 


LytTr DNA-binding domain 


0.051 


9.5 


\ 


14-49 


897 


COX4 


Cytochrome c oxidase subunit IV 


0.61 


4.7 


1 


188-207 


897 


pkinase 


Protein kinase domain 


2.9e- 
102 


349.9 




356-613 


897 


TMP 


TMP repeat 


0.37 


8.0 




579-589 


898 


DCX 


Doublecortin 


1.4e-12 


44.7 




130-194 


898 


LytTR 


LytTr DNA-binding domain 


0.051 


9.5 




201-236 


898 


COX4 


Cytochrome c oxidase subunit IV 


0.61 


4.7 




375-394 


898 


pkinase 


Protein kinase domain 


2.9e- 
102 


349.9 




543-800 


898 


TMP 


TMP repeat 


0.37 


8.0 


1 


766-776 
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Tn 


TV /T 1 


Description 


E_value 


Score 


Repeats 


Position 


RQQ 
oyy 


giUtaTcClOXin 


(jrlutaredoxm 


0.0052 


12.1 




101-154 


SQQ 

oyy 


VJo 1 IN 


Glutathione S-transferase, N-termmal 


0.053 


9.4 


1 


102-152 


SQQ 

oyy 


A roT 

/\rsv. 


ArsC rami I y 


0.59 


4.8 


1 


105-131 


SQQ 




Glutathione S-transferase, C-termmal 


0.00013 


17.6 




278-370 




t ir 9 1 

UJLZ I 


Herpesvirus UL21 


0.98 


0.3 


1 


301-329 


onn 


L^ouagen 


Collagen triple helix repeat (20 copi 


2.4e-05 


22.3 




27-60 


Qnn 

yuu 




Collagen triple helix repeat (20 copi 


l.5e-07 


30.6 




61-106 


Qnn 

yuu 




Clq domain 


2.9e-72 


250.2 


1 


116-241 


Qnn 


1 l^JoJD 


1 OBb domain 


0.5 


6.3 


1 


207-226 


Qm 

yu i 


oerpes jjiviKjrz 


Herpesvirus BMRF2 protein 


0.042 


7.2 


1 


8-26 


Qn9 

yuz 




BRCAl C Terminus (BRCT) domain 


5.9e-09 


31.4 


1 


10-93 


yuz 


Di\.L 1 


BRCAl C Tenmnus (BRCT) domain 


1 .4e-25 


87.3 


2 


96-183 


on9 
yuz 


ocCO 


Jbxocyst complex component Sec6 


0.71 


2.3 


1 


367-395 


Qn9 
yuz 


oKO I 


BRCA1 C Terminus (BRCT) domain 


7.8e-l8 


61.3 


3 


479-570 


on9 

yuz 


r>r> /-tTn 
dKL 1 


BRCAl C Terminus (BRCT) domain 


5.7e-l9 


65.1 


4 


579-652 


Qno 
yuz 


TDp /inn 


BRCAl C Terminus (BRCT) domain 


2.3e-l8 


63.0 


5 


737-823 


Qn9 
yuz 




Iranscnptional activator RmB 


0.33 


5.4 


1 


796-847 


Qn9 
yuz 




BRCAl C Terminus (BRCT) domain 


0.028 


9.0 


6 


846-881 


902 


Phage_Coat_A 


Phage Coat Protein A 


0.82 


3.9 




924-936 


t Qn^ 
yuj 


TIP r^T 


BRCAl C Terminus (BRCT) domain 


5.9e-09 


31.4 




10-93 


904 


Phage_X 


Phage X family 


0.71 


4.2 


i 


16-41 


yu^f 


zUO-rell Uxy 


zOG-Fe(II) oxygenase superfamily 


0.27 


6.0 


i 


195-273 


on^ 
yu3 




Leucine Rich Repeat 


0.0001 


18.6 


i 


4-27 


on^ 
yuj 




Leucine rich repeat C-terminal domain 


4.3e-l3 


41.2 


i 


37-83 


yuo 


UrTui lo 


Domain of unknown function DUF20 


l 


2.9 


i 


211-234 


on^ 
yuo 


ig 


T . Ill* 1 * 

Immunoglobulin domain 


7.9e-06 


24.7 


i 


25-79 


QQ£ 

yuo 




Cytochrome C oxidase copper 
chaperone 


0.68 


3.6 


i 


182-195 


Qn7 
yu / 


Tpn nni tua/a 
1 oZ_JJr t_ri V A 

99 
zz 


TB2/DP1, HVA22 family 


3.8e-34 


123.6 


i 


3-96 


907 


FT M9 

JQ.Lr.LV.lZ 


t?T A/TO J^™^..* 

Jbi^Mz domain 


0.53 


5.2 


1 1 


99-124 


908 


T RRNT 


i^eucme rich repeat N-temimal domain 


0.00068 


15.2 


1 I 


23-49 




i_/X\_C\. 


L-eucme Kicn Repeat 


8.7e-05 


18.9 


1 1 


51-74 


908 


kjcti vii v i\r j 


salmonella virulence-associated 28kDa 


l 


3.8 | 


i ! 


64-88 


908 

vy o 


T RR 

-L^XVXv 


.Leucine Kicn Repeat 


0.00012 


18.4 


2 | 


75-98 


908 


T RR 


Leucine Kicn Kepeat 


0.0034 


13.5 


3 


99-122 


908 


LRR 


Leucine Rich Repeat 


9.9e-06 


22.1 


4 


123-146 


Qns 

yuo 


T PPPT 


Leucine rich repeat C-terminal domain 


2.3e-l5 


48.2 




156-208 


908 


ig 


Immunoglobulin domain 


l.3e-08 


35.1 


1 f 


224-283 


one 
yuo 


* 


Immunoglobulin domain 


3.8e-09 


37.1 




320-376 


908 


ig 


Immunoglobulin domain ! 


0.00083 


17.1 




416-472 


QQO 

yUo 


BON 


Transport-associated domain 


0.14 


7.1 




477-489 


908 


ig 


Immunoglobulin domain 


2.8e-08 


33.9 


± [ 


533-590 


908 


pec lyase N 


Pectate lyase, N terminus 


0.19 


3.9 




670-676 


908 


An__peroxidase 


Animal haem peroxidase 


Lie- 

1 no 
iyo 


653.6 


1 


770- 
1309 


908 


PAL 


Phenylalanine and histidine ammonia-l 


0.53 


2.6 




1037- 
1054 


908 


7tm_l 


7 transmembrane receptor (rhodopsin f 


0.22 


2.7 




1101- 
1109 


908 


Peptidase__Cl 


Papain family cysteine protease 


0.76 


2.1 




1194- 
1211 


908 


PetG 


Cytochrome B6-F complex subunit 5 


0.51 


5.7 




1245- 
1278 
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Position 


908 


DUF978 


Bacterial protein of unknown function 


0.67 


3.8 


1 


1257- 
1270 


908 


| r ■ it t 

1 TILa 


TILa domain 


0.00018 


16.9 


1 


1438- 
1477 


908 


■pn o r> C\ a 

\ PSP94 


Beta-microseminoprotein (PSP-94) 


0.11 


8.0 


1 


1439- 
1470 




vwc 


von Willebrand factor type C domain 


2e-10 


38.0 


1 


1439- 
1494 


Ann 

yuy 


| LKKJN 1 


Leucine rich repeat N-termmal domain 


0.00068 


15.2 


1 


54-80 


yuy 


f r bd 
j 1_>I\J\. 


Leucine Rich Repeat 


8.7e-05 


18.9 


1 


82-105 


yuy 


| oal_vir_VKJPJ 


Salmonella virulence-associated 28kDa 


1 


3.8 


1 


95-119 


yuy 


J r nn 
j .L, JtvJcv 


Leucine Rich Repeat 


0.00012 


18.4 




106-129 




LKK 


Leucine Rich Repeat 


0.0034 


13.5 




130-153 


909 


LRR 


Leucine Rich Repeat 


9.9e-06 


22.1 




154-177 


; yyjy 


LRRCT 


Leucine rich repeat C-terminal domain 


2.3e~15 


48.2 




187-239 


909 


ig 


Immunoglobulin domain 


1.3e-08 


35.1 


~ 


255-314 




ig 


Immunoglobulin domain 


3.8e-09 


37.1 




351-407 


909 


ig 


Immunoglobulin domain 


0.00083 


17.1 




447-503 


r-\ r\ f\ 

909 


BON 


Transport-associated domain 


0.14 


7.1 




508-520 


909 


ig 


Immunoglobulin domain 


2.8e-08 


33.9 


-\ 


564-621 


f\ /^v 

909 


pec_lyase_N 


Pectate lyase, N terminus 


0.19 


3.9 




701-707 


909 


An_peroxidase 


Animal haem peroxidase 


Lie- 
193 


653.6 


~\ 


801- 
1340 


909 


PAL 


Phenylalanine and histidine ammonia-1 


0.53 


2.6 


1 


1068- 
1085 


909 


7tm_l 


7 transmembrane receptor (rhodopsin f 


0.22 


2.7 


1 


1132- 
1140 


909 


Peptidase_Cl 


Papain family cysteine protease 


0.76 


2.1 


1 


1225- 
1242 


909 


PetG 


Cytochrome B6-F complex subunit 5 


0.51 


5.7 


~ x 


1276- 
1309 


909 


DUF978 


Bacterial protein of unknown function 


0.67 


3.8 


1 


1288- 
1301 


909 


mTT 

TILa 


TILa domain 


0.00018 


16.9 


1 


1469- 
1508 


909 1 


PSP94 


Beta-microseminoprotein (PSP-94) 


0.11 


8.0 


1 


1470- 
1501 


QAQ 


vwc 


von Willebrand factor type C domain 


2e-10 


38.0 


1 


1470- 
1525 


qi n 


T PPMT 


Leucine rich repeat N-termmal domain 


0.00068 


15.2 


1 


23-49 


y L\j 




Leucine Rich Repeat 


8.7e-05 


18.9 




51-74 


910 


LRR 


Leucine Rich Repeat 


0.00032 


17.0 


\ 


75-98 


y IK) \ 


T nn 


Leucine Rich Repeat 


0.025 


10.6 




99-122 


Q1 f\ 

y iu j 


r T> r> 

LvKK 


Leucine Rich Repeat 


0.00069 


15.8 




123-146 


910 


ig 


Immunoglobulin domain 


1.3e-08 


35.1 


1 


201-260 


910 1 


iff 


iiiiiiiunogioouiin domain 


3.8e-09 


37.1 




297-353 


910 


ig 


Immunoglobulin domain 


0.00083 


17.1 




393-449 


910 


BON 


Transport-associated domain 


0.14 


7.1 




454-466 


910 


ig 


Immunoglobulin domain 


0.47 


6.8 




514-532 


910 


An_peroxidase i 


Animal haem peroxidase 


Lie- 
193 


653.6 




663- 
1202 


910 


PAL 


Phenylalanine and histidine ammonia-1 


0.53 


2.6 




930-947 


910 


7tm_l 


7 transmembrane receptor (rhodopsin f 


0.22 


2.7 




994- 
1002 
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Position 


910 


Peptidase_Cl 


1 Papain family cysteine protease 


0.76 


2.1 


— 


1087- 
1104 


910 


PetG 


j Cytochrome B6-F complex subunit 5 


0.51 


5.7 


~ 


1138- 
1171 


I 910 


DUF978 


1 Bacterial protein of unknown function 


0.67 


3.8 


1 


1150- 
1163 


1 n 1 a 

910 


rnir _ 

TILa 


I TILa domain 


0.00018 


16.9 


1 


1331- 
1370 


y 1U 


rbr74 


Beta-microseminoprotein (PSP-94) 


0.11 


8.0 


1 


1332- 
1363 


! Qin 
7 iu 


vwc 


von Willebrand factor type C domain 


2e-10 


38.0 


1 


1332- 
1387 


r~oi 1 

i y i i 


pop 


] bur-like domain 


0.059 


9.8 




47-59 


1 Oil 


POP 


bub -like domain 


0.0036 


14.2 


3 


85-99 


01 1 

I y i 1 


pop 


bur-like domain 


4.9e-08 


31.7 


4 


106-134 


01 1 
j "l i 


l POP 


j bur-like domain 


4.2e-10 


39.2 


5 


172-203 


911 


EGF 


1 EGF-like domain 


0.00083 


16.5 


6 


210-245 


1 Q1 1 


[ lamniin_r!/Cjr 


Lammm EGF-like (Domains III and V) 


0.014 


10.8 


3 


216-247 


Q1 1 

I 7 1 1 


| laminin Cj 


! Lammm G domain 


0.0021 


12.5 


1 


275-335 


i 01 1 


j lalillllin Lj 


Lammm G domain 


0.018 


9.3 


2 


386-401 


I 01 1 


rVTTP^fYd. 
1 Jjurou^ 


Protein 01 unknown function, DUF604 


0.84 


2.9 


1 


390-412 


01 1 

71 1 


I iaminin__ijr 


Laminin G domain 


0.22 


5.5 


3 


483-541 


01 1 

| 71 1 


POP 


LGF-like domain 


9.9e-ll 


41.5 


7 


574-605 


1 01 1 

| 711 




1 bur -like domain 


0.43 


6.7 


8 


611-632 


1 01 1 

7 1 1 


DUrLVo/ 


Protein of unknown function 
(^JJUrlUo/) 


0.79 


3.0 


1 


614-628 


! 01 1 

! 711 


leu 111 11111 \J 


JLaminin 0 domain 


1.9e-05 


19.6 


4 


663-728 


1 01 1 

1 7 11 


IVlcllOldSG 


JvieiiDiase 


0.9 


2.3 


1 


740-755 


01 1 

! 7 11 


idiiiinin vjr 


Laminin G domain 


0.075 


7.2 


5 j 


773-788 


01 1 1 

71 1 I 


POP 


Jsur-Iike domain 


2.2e-09 


36.6 


9 


823-854 


011 

j 711 | 




Delta serrate ligand 


0.44 


4.8 


2 


844-854 


^911 

711 |! 


POP i 


rsor-like domain 


6.4e-06 


24.1 


10 


861-892 


91 1 ! 

7 11 | 


FOP 


rsvjrr-iiKe domain 


0.71 


5.9 


11 


901-933 


911 


DSL 


Delta serrate ligand 


0.67 


4.2 


4 


923-933 


1 01 1 1 

7 11 


pop 


bLrr-like domain 


3e-06 


25.3 


12 


940-971 


01^ 

71 J j 


wmega-atracotox j 


Omega-atracotoxin 


0.43 


3.7 


1 


24-44 


913 


M 


M protein repeat 


0.28 


8.8 


1 


146-166 


01 1 

7l J J 


T T"PT7 H1 11 

UrfUlj/ 1 


Uncharactensed protein family (UPF01 


0.04 


7.4 


1 


322-347 


01 A \ 

7l*t J 


iviia | 


Regulatory subunit of type II PICA R~s 


le-14 


54.8 


1 


25-62 


914 


SURF6 


Surfeit locus protein 6 


0.027 


7.2 


1 


42-113 


Ol A 1 
714 | 


crs Mr binding j 


Cyclic nucleotide-binding domain 


7.2e-31 


112.5 


1 


152-240 


Q1 A I 
714 


T)\T A ^ 1 T-\ 1 0 i 

KNA_pol Rpb2 
4 


RNA polymerase Rpb2, domain 4 


0.28 


6.2 


1 


184-191 


Q 1 A \ 
7l4 | 


cN MP binding | 


Cyclic nucleotide-bmdmg domain 


9.4e-32 


115.7 


2 


270-364 


Ol A 1 
7 14 


Metnyltransf_l 


6-O-methylguanme DNA 
m eth vl tr an ^ f er a 

lllvllA V X Ll. Ullulwl d. 


0.64 


4.3 


1 


325-337 


915 


DIL 


DIL domain 


1.8e-40 


144.6 


1 


214-323 


915 


PD2 


PDZ domain (Also known as DHR or 
GLGF 


1.7e-14 


52.8 


1 


555-639 


916 


PLAT 


PLAT/LH2 domain 


9.8e-32 


109.3 


1 


2-111 


916 


lipoxygenase 


Lipoxygenase 


3.9e- 
194 


655.1 


1 


121-647 


916 


DUF181 


Uncharacterized ACR, COG 1944 


0.81 


2.4 


1 


247-258 


916 1 


PG_binding 1 


Putative peptidoglycan binding domain 


0.5 


5.6 


1 


420-436 
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916 


Dus 


Dinydroundme synthase (Dus) 


0.18 


4.6 


1 


604-647 


917 


PLA1 


PLAT/LH2 domain 


9.8e-32 


109.3 


1 


2-111 


917 


lipoxygenase 


Lipoxygenase 


1.9e-48 


164.1 




112-293 


917 


DUF181 


Uncharacterized ACR, COG 1944 


0.81 


2.4 


— j 


220-231 


918 


PLAT 


PLAT/LH2 domain 


9.8e-32 


109.3 




2-111 


918 


lipoxygenase 


Lipoxygenase 


2.7e-57 


194.3 


"1 


121-322 


918 


DUF181 


Uncharacterized ACR, COG 1944 


0.81 


2.4 


1 


249-260 


920 


TFIIS 


Transcription factor S-II (TFIIS) 


1 


4.6 


1 


5-15 


920 


DUF536 


Protein of unknown function, DUF536 


0.19 


7.9 




214-251 


920 


FCH 


Fes/CIP4 homology domain 


0.5 


5.6 


-\ 


259-278 


926 


DS 


Deoxyhypusine synthase 


0.53 


2.5 


1 


21-36 


926 


SH3BP5 


SH3 domain-binding protein 5 
(SH3BP5) 


0.097 


6.5 


1 


82-102 


926 


Aa_trans 


Transmembrane amino acid transporter 


3.5e- 
139 


472.5 

i •> 


1 


114-517 


\ 926 


Herpes U47 


Herpesvirus glycoprotein U47 


0.69 


1.1 


1 


141-158 


926 


Omega- atracot ox 


Omega- atracotoxin 


0.35 


4.0 


1 


168-184 


926 


DUF588 


Domain of unknown function 
(DUF588) 


0.58 


5.1 


1 


425-444 


yZo 


GSPII F 


Bacterial type II secretion system pr 


0.46 


3.6 


1 1 


438-455 


yzo 


FtsX 


Predicted permease 


0.35 


5.4 


1 


454-523 


92 / 


EGF 


EGF-like domain 


0.024 


11.2 


1 


42-57 


yz / 


EGF 


EGF-like domain 


1.3e-06 


26.6 


2 


60-88 


yz I 


EGF EGF-like domain 


1.2e-09 


37.5 


3 


95-128 


yz / 


Cripto 


Cripto growth factor 


0.86 


3.4 


1 


101-132 


yz / 


laminin EGF 


1/5 32 60.. 2 43 


0.025 


1 9.9 


2 


106-130 


Q77 

yz / 


EGF 


EGF-like domain 


5.5e-07 


27.9 


4 


135-171 


Q77 

yz / 


EGF 


EGF-like domain 


le-10 


41.4 


5 


178-209 


Q07 

yz / 


EB 


EB module 


0.26 


5.4 


1 


183-209 


yz / 


EGF 


EGF-like domain 


5e-08 


31.7 


6 


216-247 


yz / 


DUF990 


Protein of unknown function (DLTF990) 


0.23 


5.3 


1 


302-336 


QT7 

yz / 


MARVEL 


Membrane-associating domain 


0.15 


5.8 


1 


305-333 


Q77 

yz / 


PAP2 


PAP2 superfamily 


0.88 


3.7 


1 


311-334 


yz / 


Colicin V 


Colicin V production protein 


0.98 


3.5 


1 


315-336 


yz© 


Ornatin 


Ornatin 


0.59 


4.7 


1 


125-132 


yzo 


PP1 inhibitor 


PKC-activated protein phosphatase- 1 i 


0.78 


2.2 




423-439 


yzy 


ank 


Ankyrin repeat 


0.011 


12.7 




142-167 


no n 


LRRNT 


Leucine rich repeat N-terminal domain 


0.39 


6.0 


1 


66-86 




DUF6 


Integral membrane protein DUF6 


0.00023 


18.9 




86-129 


930 


DUF6 


Integral membrane protein DUF6 


7e-05 


20.9 


\ 


180-277 


yj i 


endotoxin 


delta endotoxin 


0.85 


2.3 




203-220 


932 


Lipoprotein_8 


Hypothetical lipoprotein (MG045 famil 


0.7 


1.1 


\ 


65-79 


933 


Peptidase M24 


metallopeptidase family M24 


2.2e-70 


244.0 


1 


88-326 


933 


DUF120 


Domain of unknown function DUF120 


0.089 


7.1 


1 


169-180 


934 


Neurexophilin 


Neurexophilin 


2e-258 


804.9 


1 


3-308 


934 


NnrS 


NnrS protein 


0.47 | 


r\ II 

3.0 | 




8-21 


938 


L27 


L27 domain 


7.3e-19 


69.4 




13-68 


938 


Not3 


Notl N-termmal domain, CCR4-Not 
comp 


0.95 


2.9 




54-77 


938 


PDZ 


PDZ domain (Also known as DHR or 
GLGF 


8.1e-22 


78.5 




93-172 


938 


CDC50 


LEM3 (ligand-effect modulator 3) fami 


1 


2.1 




159-174 


938 


DUF100 


Protein of unknown function DUF100 


0.2 


4.1 




175-188 


939 


D1E2 ALG10 


DIE2/ALG10 family 


7.6e-72 


248.9 




28-146 
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939 


DUF718 


Protein of unknown function (DUF718) 


0.64 


4.4 


1 


36-43 


939 


Gemini_mov 


Geminivirus putative movement 
protein 


0.42 


4.6 


1 


101-115 


940 


rrm 


RNA recognition motif, (a.k.a. RRM, R 


1.3e-09 


36.2 


1 


61-128 


940 


RbsD FucU 


RbsD / FucU transport protein family 


0.53 


3.4 


1 


123-147 


940 


HemX 


HemX 


0.37 


3.5 


1 


142-173 


940 


rrm 


RNA recognition motif, (a.k.a. RRM, R 


4.6e-13 


48.6 


2 


186-253 


940 


rrm 


RNA recognition motif, (a.k.a. RRM, R 


4.3e-13 


48.7 


3 


339-406 


940 


rrm 


RNA recognition motif, (a.k.a. RRM, R 


1.4e-06 


25.5 


4 


456-524 


941 


C^tripleX 


Cysteine rich repeat 


2e-05 


17.8 


1 


60-77 


941 
— — — _ 


Bowman- 
Birk_leg 


Bowman-Dirk serine protease inhibitor 


1 


4.0 


1 


69-84 


941 


laminin EGF 


Laminin EGF-like (Domains III and V) 


0.32 


6.1 


1 


81-94 


941 


EGF 


EGF-like domain 


S.7e-06 


23.6 


2 


99-127 


941 


TIL 


Trypsin Inhibitor like cysteine rich 


0.0035 


11.0 


1 


118-139 


941 


EGF 


EGF-like domain 


7.5e-05 


20.2 


3 


139-173 


941 


TIL 


Trypsin Inhibitor like cysteine rich 


0.26 


5.1 


2 


152-179 


941 


toxin 5 


Scorpion short toxin 


0.34 


4.4 


1 


154-159 


941 


EGF 


EGF-like domain 


4.4e-05 


21.1 


4 


179-212 


941 


EGF 


EGF-like domain 


9.7e-09 


34.3 


5 


224-259 


941 


MAM 


MAM domain 


3.5e-41 


147.0 


1 


403-547 


942 


CjripleX 


Cysteine rich repeat 


2e-05 


17.8 


1 


65-82 


942 


Bowman- 
Birkjeg 


Bowman-Birk serine protease inhibitor 


1 


4.0 


1 


74-89 


942 


laminin EGF 


Laminin EGF-like (Domains III and V) 


0.32 


6.1 


1 


86-99 


942 


EGF 


EGF-like domain 


8.7e-06 


23.6 


2 


104-132 


942 


TIL 


Trypsin Inhibitor like cysteine rich 


0.0035 


11.0 


1 


123-144 


942 


EGF 


EGF-like domain 


7.5e-05 


20.2 


3 


144-178 


942 


TIL 


Trypsin Inhibitor like cysteine rich | 


0.26 


5.1 


2 


157-184 


942 


■ » mm 

toxin 5 


Scorpion short toxin 


0.34 


4.4 


1 


159-164 


942 


EGF 


EGF-like domain 


4.4e-05 


21.1 


4 


184-217 


942 


Y~S jT^I T™» 

EGF 


EGF-like domain [ 


9.7e-09 


34.3 


5 


229-264 


942 


MAM 


MAM domain 


3.5e-41 


147.0 


1 


408-552 


943 


PHD 


PHD-finger 


3.4e-14 


45.7 


1 


85-128 


943 


bromodomam 


Bromodomain j 


5.4e-12 


44.0 


1 


149-235 


943 


PHD 


PHD-finger 


0.61 


3.9 


2 


260-272 


943 


PWWP 


PWWP domain 


6.3e-10 


36.2 


1 


269-312 


943 


GatB 


PET1 12 family, C terminal region | 


0.64 


5.1 


1 


288-303 


943 


TH1 


TH1 protein j 


0.91 


0.2 


1 


640-653 


943 


SP2 


Structural protein 2 1 


0.42 


1.1 


1 


904-922 


943 


zf-B box 


B-box zinc finger 


0.12 


9.1 


1 


974-989 


943 


zf-MYND 


MYND finger 


5.3e-ll 


35.7 


1 


977- 
1011 


944 


PHD 


PHD-finger j 


3.4e-14 


45.7 


1 


85-128 


944 


i t ♦ 

bromodomam 


Bromodomain | 


5.4e-12 


44.0 


1 


149-235 




PHD 


PHD-fmger \ 


0.61 


3.9 


2 


260-272 


944 


PWWP 


PWWP domain 


6.3e-10 


36.2 


1 


269-312 


944 


GatB 


PET1 12 family, C terminal region 


0.64 


5.1 


1 


288-303 


944 


TH1 


TH1 protein j 


0.91 


0.2 


1 


640-653 


945 


PHD 


PHD-fmger 


3.4e-14 


45.7 


1 


85-128 


945 


bromodomain 


Bromodomain 


5.4e-12 


44.0 


1 


149-235 


945 


PHD 


PHD-finger 


0.61 


3.9 


2 


260-272 


945 


PWWP 


PWWP domain 


6.3e-10 


36.2 


1 


269-312 


945 


GatB 


PET1 12 family, C terminal region 


0.64 


5.1 


1 


288-303 



WO 2004/080148 PCT7US2003/030720 



522 
TABLE 4B 





l\ if ,_j ^ i 

Model 
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1 Repeats 


Position 




1 ril 


TH1 protein 


J °-91 


0.2 


1 1 


640-653 


OAS 


orZ 


Structural protein 2 


0.42 


1.1 


1 1 


950-968 


QA^ 


ZI-o_DOX 


B-box zinc finger 


0.12 


9.1 


1 1 


1020- 
1035 




Zl-ivl I 


MrMD rmger 




5.3e-ll 


35.7 


1 


1023- 
1057 




pun 


nn"r\ ™— — 

rjtiu-linger 


3.4e-14 


45.7 




90-133 


946 


bromodomain 


Bromodomain 


5.4e-12 


44.0 


n 


154-240 




nrrn 


T»T TT~\ /T 

PHD-fmger 


0.61 


3.9 




265-277 


y^o 


r W Wr 


PWWP domain 


6.3e-10 


36.2 


1 1 


274-317 


QA& 


oatrs 


FET1 12 family, C terminal region 


0.64 


5.1 


1 1 


293-308 


OA fc. 


Tun 
1 ri 1 


THl protein 


0.91 


0.2 


i 


645-658 


y^-o 




Structural protein 2 


0.42 


LI 


1 1 


955-973 


QA& 


2I-J3_D0X 


B-box zinc finger 


0.12 


9.1 


1 1 


1025- 
1040 


946 


zf-MYND 


MYND finger 


5.3e-ll 


35.7 


fi — 


1028- 
1062 


Q47 


urotensin ii 


| Urotensm 11 


0.36 


5.4 


1 1 


362-372 


047 


inz 


j Fibronectin type II domain 


0.55 


3.5 


M 


363-371 


950 


Terminase 5 


1 Putative ATPase subunit of terminase 


0.87 


0.7 




7-20 




ion trans 


1 Ion transport protein 


3.9e-08 


29.8 




345-518 


950 


SirB 


Invasion gene expression up-regulator 


0.2 


6.0 


n 


350-366 


you 


rept_L-l-llKe 


Peptidase CI -like family 


0.88 


1.2 




549-569 


950 


BK_channel_a 


Calcium-activated BK potassium 
channe 


5.1e-07 


22.5 


4 — 


598-702 


yD\j 


r^f pun 


CHC2 zinc finger 


0.76 


4.9 


i 


739-769 


yDv 


/\ipna adaptm C 


Alpha adaptm AP2, C-termmal domain 


0.31 


3.1 




894-900 




l^x' o as e_JL_JJo 


Carbamoyl-phosphate synthetase large 


0.72 


1.1 




1086- 
1098 




ijiv_cnannei_a 


Calcium-activated BK potassium 
cnanne 


0.029 


5.8 


2 


1132- 
1171 




a cp__ivi i zxj prop 


Keprolysm ramily propeptide 


3.2e-37 


116.5 


1 


80-198 


951 




xceproiysm (^AiizB; iamily zinc metallo 


l.le-88 


304.8 


1 


210-409 


951 


"Ftp oil "v/oifi I 


rragiiysm metallopeptidase (M10C) en 


0.28 


3.8 ( 


1 


342-355 


951 




rregnancy-associated plasma protem-A 


0.056 


5.5 i 


1 


345-355 


951 


Hi cjintportn 


i-/isiniegrin 


1.7e-39 


134.2 


1 


426-501 


951 


EGF I 


r>vjrr-iiKe uomain 


0.95 


5.4 | 


1 


631-654 


953 


ank i 

£4.1 1XV. 


/\nKyrin repeat 


4.4e-06 


24.9 




151-179 


953 


CH1IV 


/\nKyrm repeat 


o.9e-09 


35.0 


2 


183-215 


953 


ank 

til 1. 


iTL.iiK.ynn repeat 


0.15 


8.6 1 


3 


216-248 


953 


ank 1 


-ttjiKyrin repeat 


9.7e-10 


38.0 


4 


250-282 


953 


ank ! 


Ankyrin repeat 


0.00014 


19.5 


5 


283-328 




T nl A 1 


Uuter membrane lipoprotein carrier pr 


1 


3.0 


1 


309-332 


953 


ank T 


Ankyrin repeat j 


3.8e-08 


32.3 


6 


329-361 


953 


ank | 


Anlrvrin rpr»P»5it 


A Ad 


O.O 1 


7 


362-394 


954 


interferon j 


Interferon alpha/beta domain 


7.5e-42 


144.5 




16-105 


955 


ShTK 


ShTK domain 


0.46 


4.9 




67-74 


955 


NADHdh 


NADH dehydrogenase 


0.84 


3.4 




123-142 


956 


adh short j 


short chain dehydrogenase 


7.6e-27 


92.5 




31-137 


956 


sodcu 


Copper/zinc superoxide dismutase 
(SOD 


0.059 


5.9 




70-87 


956 


Pexl4_N 


Peroxisomal membrane anchor protein 

c 


0.21 


5.0 


1 


95-105 
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\ 956 


CitF 


Citrate lyase, alpha subunit (CitF) 


0.99 


1.7 


1 


124-133 


956 


| adh_short 


short chain dehydrogenase 


6.2e-ll 


37 J 


2 


138-188 


957 


thiored 


Thioredoxin 


1 


4.4 


1 


69-96 


/■n 

957 


Evrl Air 


Ervl / Air family 


5.1e-17 


62.5 




354-441 


957 


| GAF 


GAF domain 


0.48 


5.6 


"i 


380-401 


957 


TFIIS 


Transcription factor S-II (TFIIS) 


0.14 


7.6 


1 


394-406 


958 


j acid_phosphat 


Histidine acid phosphatase 


6.4e-36 


125.6 


1 


32-179 


fl /"V- r 1 ** i~1 

958 


acidphosphat 


Histidine acid phosphatase 


8.5e-24 


83.0 




205-381 


958 


NicO 


j High-affinity nickel-transport protei 


0.99 


2.9 


i — 


398-416 


959 


1 serpin 


Serpin (serine protease inhibitor) 


8.5e- 
197 


663.9 


1 


1-329 


960 


1 serpin 


Serpin (serine protease inhibitor) 


6.8e-87 


295.8 


1 


45-191 


960 


| serpin 


Serpin (serine protease inhibitor) 


1.7e- 
116 


396.7 




192-397 


| 961 


! serpin 


Serpin (serine protease inhibitor) 


1.6e-63 


216.1 


1 


45-158 


; 961 


i serpin 


Serpin (serine protease inhibitor) 


5e-139 


472.0 




159-397 


962 


1 serpin 


Serpin (serine protease inhibitor) 


4.5e- 
151 


512.0 


-f — 


45-300 


962 


1 Molydop bindin 
g 


Molydopterin dinucleotide binding 
dom 


0.89 


4.1 


1 


289-309 


| 962 


| serpin 


Serpin (serine protease inhibitor) 


4.9e-56 


190.5 




301-397 


! Pi /TO 

963 


OprB 


Carbohydrate-selective ponn, OprB fa 


0.047 


6.5 


1 


16-33 


[ 963 


A 11'* /—\ 

Alhmase_C 


Allmase, C-termmal domain 


0.63 


4.1 


1 


45-58 


963 


Adeno El A 


Early El A protein 


0.33 


2.4 


1 


237-251 


1 964 


Pep_M12B_prop 
ep 


Reprolysin family propeptide 


2.4e-47 


148.0 


1 

1 — 1 


112-220 


964 


Reprolysin 


Reprolysin (M12B) family zinc metallo 


1.9e-96 


330.6 




232-426 


j 964 


Astacm 


Astacin (Peptidase family Ml 2 A) 


0.21 


5.0 


1 


366-380 


j 964 


Phi 1 


Phosphate-induced protein 1 conserved 


0.51 


3.3 


1 


414-426 


i C\£ A 

\ 964 


disintegrm 


Disintegrm 


5.8e-23 


78.5 


1 


444-517 


I 964 | 


CBM10 


Cellulose or protein binding domain 


0.47 


6.8 


1 


481-499 


1 964 


EGF 


EGF-like domain 


0.21 


7.8 




664-693 


1 965 1 


T Ti_ 1 1 * 

Uteroglobin 


T Ti "11" • * 

Uteroglobin family 


6.6e-09 


29.8 


1 


1-88 


[ 966 i 


7tm 2 


7 transmembrane receptor (Secretin fa 


0.96 


2.6 


1 


19-38 


966 


GDA1_CD39 


GDA1/CD39 (nucleoside phosphatase) 
fa 


2.2e-93 


315.4 


1 


48-483 


| 900 


El 


Papillomavirus hehcase 


0.36 


4.3 


1 


76-92 


9oo 1 


PLRV ORF5 


Potato leaf roll virus readthrough pr 


0.72 


1.6 


1 


143-16f| 


I 966 i 


Nicastnn 


Nicastnn 


0.65 


1.6 


1 


146-171 


1 n^/z 1 

yoo | 


T"\T n 

DUr462 


Protein of unlcnown function, DUF462 


0.55 


4.7 


1 


371-390 


1 "oo 


A -J _ "DOT* 

Adeno_b3B 


Adenovirus E3B protein 


0.7 


3.6 


1 


495-502 


yo / 


Clq 


Clq domain 


6.1e-44 


156.1 


1 


73-202 




Ornatin 


Ornatin 


0.55 


4.8 


1 


99-106 


969 | 


Ornatm 


Ornatin 


0.55 


4.8 




134-141 


969 


Spo7 


Spo7-like protein 


1 


1.5 


1 


405-417 


1 969 


MARVFT 


ivicmDrane- associating uomam 


0.37 


4.5 




487-526 


969 


DUF202 


Domain of unknown function DUF 


0.23 


5.7 




493-518 


970 


ig 


Immunoglobulin domain 


0.0038 


14.6 




41-124 


970 


ig 


Immunoglobulin domain 


0.00023 


19.2 




163-230 


970 


Gag p30 


Gag P30 core shell protein 


3.6e-08 


28.0 




452-491 


970 


zf-CCHC 


Zinc knuckle 


8.8e-07 


27.8 




523-540 


971 


Prefoldin 


Prefoldin subunit 


0.66 


5.0 




179-206 


971 


Seryl_tRNA_N 


Seryl-tRNA synthetase N-terminal 
doma 


0.92 


5.7 




179-196 
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971 


Adeno PIX 


Adenovirus hexon-associated protein ( 


0.12 


6.6 


1 


181-203 


971 


pentaxin 


Pentaxin family 


2.3e-26 


91.1 


1 


302-464 


971 


Avirulence 


| Xanthomonas avirulence protein, Avr/P 


0.07 


3.6 


1 


439-453 


972 


ArsA ATPase 


| Anion-transporting ATPase 


0.87 


2.4 


1 


59-69 


972 


TSPN 


1 Thrombospondin N-terminal -like 
domai 


0.88 


2.7 


1 


223-255 


972 


RHS_repeat 


RHS Repeat 


0.00085 


15.6 


2 


239-266 


972 


RHSjrepeat 


RHS Repeat 


6.6e-05 


19.5 


4 


314-367 


973 


bZIP 


bZIP transcription factor 


0.00024 


17.2 


1 


623-686 


973 


integrase_DNA 


1 DNA binding domain of tn916 
! integrase 


0.38 


6.3 


1 


657-693 


973 


CarD TRCF 


CarD-like/TRCF domain 


0.54 


4.5 


1 


708-728 


974 


WD40 


I WD domain, G-beta repeat 


0.05 


9.9 


1 


2-27 


974 


DUF596 


1 Protein of unknown function, DUF596 


0.84 


3.7 


1 


63-76 


974 


WD40 


| WD domain, G-beta repeat 


0.29 


7.2 


3 


76-109 


974 


denso VP4 


! Capsid protein VP4 


0.81 


1.5 


1 


355-364 


974 


TPR 


TPR Domain 


0.1 


9.1 


1 


742-767 


974 


Paramyxo_C 


! Paramyxovirus non-structural protein 


0.74 


2.8 


1 


784-800 


974 


Xylose isom 


| Xylose isomerase 


0.4 


3.2 


1 


796-811 


974 


TPR 


TPR Domain 


0.083 


9.4 


2 


962-990 


974 


U-box 


U-box domain 


0.036 


6.5 


1 


1294- 
1308 


975 


cofilin ADF 


Cofilin/tropomyosin-type actin-bindin 


0.97 


4.0 


1 


6-18 


975 


Phage CII 


Bacteriophage CII protein 


1 1 


3.9 


1 


229-243 


975 


ion trans 


Ion transport protein 


0.0048 


11.5 


1 


247-408 


975 


Sarcolipin 


Sarcolipin 


0.56 


5.3 


1 


362-390 


976 


cofilin ADF 


Cofilin/tropomyosin-type actin-bindin 


0.97 


4.0 


1 


6-18 


976 


Phage CII j 


Bacteriophage CII protein j 


1 


3.9 


1 


303-317 


976 


ion trans 


Ion transport protein 


0.0048 


11.5 


1 


321-482 


976 


Sarcolipin 


Sarcolipin 


0.56 


5.3 


1 


436-464 


977 


zf-C2H2 


Zinc finger, C2H2 type 


0.083 


11.8 


1 


4-27 


977 


zf-C2H2 


Zinc finger, C2H2 type 


0.00081 


19.9 


2 


108-131 


977 


zf-C2H2 


Zinc finger, C2H2 type 


0.07 


12.1 


3 


162-185 


977 


zf-C3HC4 


Zinc finger, C3HC4 type (RING finger) 


0.45 


3.1 


1 


238-248 


977 


zf-C2H2 


Zinc finger, C2H2 type 


0.28 


9.7 


5 


439-462 


977 


zf-C2H2 


Zinc finger, C2H2 type 


0.0026 


17.9 


7 


600-623 


977 


zf-C2H2 


Zinc finger, C2H2 type , 


0.047 


12.8 


9 


886-908 


977 


zf-C2H2 


Zinc finger, C2H2 type j 


0.66 


8.2 


11 


1030- 
1053 


977 


zf-C2H2 


Zinc finger, C2H2 type 


0.025 


13.9 


14 


1265- 
1288 


977 


adeno_fiber 1 


Adenoviral fibre protein (knob domain 


0.076 


3.5 


1 


1349- 
1357 


977 


zf-C2H2 


16/34 1369 1392.. 1 24 


0.023 


14.1 


17 


1470- 
1493 


977 


zf-C2H2 


16/34 1369 1392.. 1 24 


0.031 


13.5 


19 


1577- 
1600 


977 


zf-C2H2 


16/34 1369 1392.. 1 24 


0.022 


14.1 


20 


1660- 
1683 


977 


zf~C2H2 


16/34 1369 1392.. 1 24 


0.0044 


16.9 


23 


1892- 
1914 


977 


zf-C2H2 


16/34 1369 1392.. 1 24 


0.41 


9.0 


24 


1968- 
1990 


977 


DC1 1 


DC1 domain j 


0.68 


4.3 


2 


2049- 
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Repeats 


j Position 














2064 


977 


zf-C2H2 


16/34 1369 1392.. 1 24 


0.0039 


17.2 


25 


2051- 
2073 


977 


zf-C2H2 


16/34 1369 1392.. 1 24 


0.0014 


18.9 


26 


2085- 
2107 


977 


zf-C2H2 


16/34 1369 1392.. 1 24 


0.0094 


15.6 


27 


2114- 
2137 


977 


zf-C2H2 


16/34 1369 1392.. 1 24 


0.041 


13.0 


28 


2143- 
2166 


977 


zf-C2H2 


16/34 1369 1392.. 1 24 


0.033 


13.4 


30 


2280- 
2303 


977 


TFIID-3 1 


Transcription initiation factor IID, 


0.28 


5.7 


1 


2300- 
2315 


977 


zf-C2H2 


16/34 1369 1392.. 1 24 


0.14 


10.9 


31 


2314- 

2336 


977 


zf-C2H2 


16/34 1369 1392.. 1 24 


0.0018 


18.6 


32 


2360- 
2382 


977 


zf-C2H2 


16/34 1369 1392 .. 1 24 


0.016 


14.7 


33 


2388- 
2411 


Q'7'7 

y / / 


Histone_HNS 


H-NS histone family 


0.85 


4.7 


1 


2423- 
2434 


977 


zf-C2H2 


16/34 1369 1392.. 1 24 


3.6e-05 


25.4 


34 


2474- 
2496 


977 


PdxA 


Pyridoxal phosphate biosynthetic prot 


0.41 


4.2 


1 


2540- 
2561 


you 


lOrlsr 


Insulin-like growth factor binding pr 


0.017 


10.0 


1 


24-56 


OCA 

you 


kazal 


Kazal -type serine protease inhibitor 


9.3e-07 


29.4 


1 


71-117 


you 


trypsin 


Trypsin 


4.2e-24 


74.5 


1 


167-326 


you 


T OA vT 


T CI A if" J • 

LSM domain 


0.27 


7.4 


1 


186-209 


you 


DUr / /I 


Domain of unknown function 
(LJUr / /I) 


0.21 


5.2 


1 


307-322 






rDZ domain (Also known as DHR or 


7.1e-14 


50.6 


1 


332-427 




clop 


rsuKaryotic aspartyl protease 


6.6e-35 


123.8 


1 


19-112 


981 


LI alio I V_o 


i ranscnptionai regulatory protein, C 


0.019 


ll. I 


l J 


27-55 


981 




rsuKaryouc aspartyl protease 


1.8e~23 


83.1 


2 | 


165-239 


981 


don 
dap 


xiUKaryotic aspartyl protease 


f\ Anno 

0.0003 


14. 7 


3 _l 


240-268 


981 


Q CM 

aop 


xiUKaryotic aspartyl protease 


1 .7e-48 


171.3 


4 


295-421 


984 


/-/ii carowpepi 


z,mc carooxypeptidase 


l .2e-76 


259.4 


1 1 


48-249 


984 


AlL/ DdblC 


Art oasic domain 


0.53 


2.7 


■t J 

1 i 


279-292 


985 


Z_>I1 L-d.1 UWpCpi 


zmc carDoxypeptidase 


1 .2e-76 


259.4 


1 1 


48-249 


985 




Art oasic domain 


0.53 


2.7 


■i J 

1 | 


279-292 


986 


XTifT T XT 


lNiru-iiKe jn terminal domain j 


1.7e-80 


277.6 


1 


34-160 


987 




QXTP7 


6.6e-65 


225.8 


1 | 


108-277 


987 

70 / 


vjiyL/O Iran /o t 


oiycosyltransterase tamily 2o C-termi 


0.71 


3.8 


1 


171-201 


988 


Rzl 


Lipoorotein Rzl nrecursor 


0 92 


4 2 


1 i 




988 


UPAR LY6 


u-PAR/Ly-6 domain 


6.4e~06 


29.8 


1 


28-110 


990 


zf-C2H2 


Zinc finger, C2H2 type 


0.00035 


21.4 


1 


53-78 


990 


zf-C2H2 


Zinc finger, C2H2 t^e 


0.012 


15.2 


2 


87-114 


990 


zf-C2H2 


Zinc finger, C2H2 type 


0.0039 


17.1 


3 


120-144 


991 


pkinase 


Protein kinase domain 


3.2e-90 


309.9 


1 


20-312 


991 


Gl yc ohydr o_ 1 5 


Glycosyl hydrolases family 15 


0.18 


4.4 


1 


472-522 


992 


Prefoldin 


Prefoldin subunit 


0.12 


7.6 


1 


5-44 


992 


spectrin 


Spectrin repeat 


0.00067 


15.0 


1 1 


59-121 
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ID 
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E_yalue 


Score 


Repeats 1 


Jrosition 


992 


spectrin 


Spectrin repeat 


C A ^ A/C 


ZZ.Z 


Z ( 




992 


DUF16 


Protein of unknown function DUF16 


O.o / 


1 Q 


L 




992 


spectrin 


Spectrin repeat 


C A'"/ 

D.Ze-U / 


ZD. / 




99Q_^40 


992 


GSPII E N 


GSPII E N-terminal domain 


0.0/ 


/ . / 


i r 




992 


spectrin 1 


Spectrin repeat 


z.oe-uD 




i r 




992 


TelA 


Toxic anion resistance protein (TelA) 


A 1 

0.75 


"2 9 
3.Z 


~T 1 

-z 1 




992 


spectrin 


Spectrin repeat 


2e-0o 


11 7 

Z3. / 




*tJii"J JO 


992 


spectrin 


Spectrin repeat 


3.1e-13 


4/.Z 




/ O 1 "OOO 


992 


DCP2 


Dcp2 5 box A domain 


0.57 


4.2 


1 


823-837 


992 


MutS II 


MutS domain II 


0.91 


3.5 


J L 


QAf\ Q^Q 
o4U-oOy 


992 


SAA proteins 


Serum amyloid A protein 


0.07 


6.0 


— 1 


Q /Z£Z O QI 

oOD-Ooj 


993 


LysE 


LysE type translocator 


0.02 


o.o 


J L 


IZ/-14/ 


994 


Collagen 


Collagen triple helix repeat (20 copi 


9.2e-07 


27.7 




1 1 Q 
/O- 1 1 O 


994 


Clq 


Clq domain 


8e-32 


115.9 


i — 


160-284 


995 


Allantoicase 


Allantoicase repeat 


2.1e-75 


257 A 




1 1 1^ 

1-130 


995 


Allantoicase 


Allantoicase repeat 


6.6e-58 


197.5 


r 


1 HQ 


996 


DNA Hgase_A__ 
C 


ATP dependent DNA ligase C terminal 
r 


0.67 


5.4 




1 1-34 


996 


is 


Immunoglobulin domain 


0.00019 


1 A .C 

19.5 


i 


3 /- 1 J 1 


996 


iff 


Immunoglobulin domain 


0.15 


8.7 




1 oz-z*+o 


996 


iff 


Immunoglobulin domain 


0.0031 


1 C A 




97^ 

Z / jOjj 


996 


SK_channel 


Calcium-activated SK potassium 
channe 


0.035 


r-l 1 

7.1 


"T 


1£1 


997 


PH 


PH domain ! 


2.4e-z4 


o 1.0 


— j 


91_111 


997 


HS2ST 


Heparan sulfate 2-O-sulfotransferase 


A T7 

0.27 


4.4 


— j 

— 


1 40- 1 6? 


997 


LMP 


LMP repeated region 


A AA 1 O 

0.00 lz 


14-. Z 




1 60-1 81 

1 Uv lOl 


997 


DUF603 


Protein of unknown function, DUF603 


0.04 


6.4 


i 


173-187 


997 


Pox A type inc 


Viral A-type inclusion protein repeat 


0.32 


7.Z 




1 7^-1 S7 


997 


IO 


IQ calmodulin-binding motif 


5e-05 


20.1 


i 


206-226 


997 


RhoGEF 


RhoGEF domain 


1.2e-69 


236.9 


— 


9A7 A9R 
Z^f /-H-Zcb 


997 


DUF674 


Protein of unknown function (DUF674) 


0.82 


1.4 


— 


97^ 98^ 


997 


Stiffl 


Stigma-specific protein, Stigl 


0.6 


2.3 


— 


1T/^ /1 91 
3 /0-4Z1 


997 


PH 


PH domain 


2.3e-13 


45.3 




i 40U-DOO 


997 


RasGEFN 


Guanine nucleotide exchange factor fo 


l.le-19 


71.3 


1 


^11 /?QC 


997 


RasGEF 


RasGEF domain 


7.2e-89 


O A£" /I 

305.4 


1 

— 


QQQ 
1 1 8A 


997 


1 Adeno_terminal 


Adenoviral DNA terminal protein 


1 


1 T 
1. / 




11/ D- 

1207 


998 


DUF630 


Protein of unknown function (DUF630) 


0.7 


/I 1 

4.3 


1 




998 


FGF 


Fibroblast growth factor 


0.37 


/I A 

4.4 


~ 


79 8-74^ 


998 


tRNA-synt_2 


tRNA synthetases class II (D, K and N 


0.74 


1 c 


— 


/ JH- / OO 


998 


1 Omega-atracotox 


Omega-atracotoxin 


0.15 


5.1 


.-J 


OJ7-ODO 


999 


| K tetra 


K+ channel tetramerisation domain 


2e-34 


121.3 


-— 


9£ 114 
ZO- 1 1*+ 


999 


BTB 


BTB/POZ domain 


0.0015 


14.2 


. J± 


HA 19^ 
/H— 1ZJ 


1000 


PXA 


PXA domain 


0.01 


1 A ^ 

10.2 


- \ 


84 1 C\A 


1000 


Vps52 


vpsDZ / oacz iamuy 


0 


1099. 
3 




94-601 


1000 


1 trp syntA 


Tryptophan synthase alpha chain 


0.78 


3.1 




173-210 


1000 


DUF965 


Bacterial protein of unknown function 


0.33 


4.5 




285-298 


1000 


Vps53_N 


Vps53-like, N-terminal 


0.93 


2.7 




565-585 


1001 


PHD 


PHD-fmger 


3.8e-06 


20.3 




1-24 


1001 


| rubredoxin 


Rubredoxin 


0.55 


5.9 




14-28 


1001 


Orbi NS3 


Orbivirus NS3 


0.83 


2.8 




435-458 


1001 


| NosL 


NosL 


0.29 


4.9 




1297- 
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Repeats 


Position 

1321 


1001 


NAC 


NAC domain 


0.76 


5.5 


1 


1343- 
1365 


1001 


DUF240 


MG032/MG096/MG288 family 2 


0.17 


6.7 


1 


1369- 

1384 


1002 


RecR 


RecR protein j 


0.97 


6.3 


! 


1 04-1 18 


1002 


zf-C3HC4 


Zinc finger, C3HC4 type (RING fmger) 


2e-09 | 26.7 




108-147 


1002 


DC1 


DC1 domain [ 


0.045 | 


7.9 


\ 


184-213 


1002 


PHD 


PHD-fmger 


6.5e-21 


66.9 




185-233 


1002 


zf-MYND 


MYND finger 1 


0.7 


4.3 




186-204 


1002 


rubredoxin 1 


Rubredoxin 1 


0.55 


5.9 




223-237 


1002 


Orbi NS3 


Orbivirus NS3 


0.83 


2.8 


i 


644-667 


1002 


NosL ! 


NosL | 


0.29 


4.9 


i 


1506- 
1530 


1002 


NAC 


NAC domain 


0.76 


5.5 


i 


1552- 
1574 


1002 


DUF240 


MG032/MG096/MG288 family 2 


0.17 


6.7 


i 


1578- 
1593 


1003 


Patched | 


Patched family 


0.069 


4.7 


i 


405-442 


1003 


ISAV HA 


Infectious salmon anaemia virus haema 


0.23 


3.2 


i 


716-738 


1003 


WD40 


WD domain, G-beta repeat 1 


0.00019 


18.3 


i 


767-802 


1003 


WD40 


WD domain, G-beta repeat 


0.71 


5.9 


2 


958-992 


1003 


WD40 


WD domain, G-beta repeat 


4.2e-05 


20.6 


3 


1069- 
1104 


1003 


WD40 


WD domain, G-beta repeat 


4.1e~09 


34.6 


4 


1109- 
1145 


1003 


WD40 


WD domain, G-beta repeat 


0.0012 


15.6 


5 


1150- 
1 185 


1004 


zz 


Zinc finger, ZZ type 


le-12 


48.2 


1 


1 AC) 

3-48 


1004 


SoxD 


Sarcosine oxidase, delta subunit fami 


0.97 


4.2 


1 


1-11— 1 O yl 

77-84 


1004 


zf-C2H2 


Zinc fmger, C2H2 type 


0.00067 


20.3 




no 1 A1 

78-101 


1004 


zf-C3HC4 


Zinc finger, C3HC4 type (RING finger) 


0.3 


3.6 


1 


93-113 


1004 


SPDY 


Domain of unknown function 
(DUF317) 


0.6 


i A A 

4.4 


1 


117-131 


1004 


Dil9 


Drought induced 19 protein (Dil9) 


0.00056 


I 13. 0 


1 


31z-3Zo 


1006 


C2 


1 C2 domain 


7e-08 


| 28.1 




1 CO o^o 


1006 


HHE 


Domain of Unknown function 


0 13 


7 5 


1 


O 1 £L TIC 


1006 


C2 


C2 domain 


1.3e-18 


64.3 




3U4-3y4 


1007 


RmuC 


) RmuC family 


0.79 


3.1 


1 


/I o /I 

4-34 


1007 


IBN NT 


1 Importin-beta N-terrninal domain 


2.1e-27 


99.5 


. 1 


1 A 1 

22-101 


1007 


Peripla BP like 


Periplasmic binding proteins and suga 


0.21 


4.7 


1 


nn 1^1 


1008 


Lasl 


! Lasl -like 


1.6e~94 


320.7 


1 


1 O 1 O ^ 

38-186 


1008 


MuDR 


MuDR family transposase 


0.17 


5.5 


1 




1008 


BAR 


BAR domain 


0.21 


5.2 




330-346 


1008 


Adeno E1B 19K 


Adenovirus E1B 19K protein / small t- 


0.43 


4.6 





rin .c A 1 

517-541 


1008 


META 


Domain ot unknown function (pUo; 


0.7 


5.7 




615-648 


1009 


PH 


PH domain 


4e-18 


61.1 




136-227 


1009 


HrpF 


HrpF protein 


0.64 


4.5 




248-257 


1009 


ArfGap 


Putative GTPase activating protein fo 


4.8e~38 


133.0 




250-373 


1009 


ank 


Ankyrin repeat 


3.2e-05 


21.8 




411-446 


1009 


ank 


Ankyrin repeat 


0.00019 


19.0 




447-479 


1009 


DMRL synthase 


6.7-dimethvl-8-ribitvllumazine syntha 


0.35 


5.0 




" 479-494 


1009 


hormone 


Somatotropin hormone family 


0.5 


1.6 




545-561 


I 1009 


tubulin-binding 


Tau and MAP protein, tubulin-binding 


1 0.11 


1 8.0 




828-844 



WO 2004/080148 



PCT/US2003/030720 



528 
TABLE 4B 



SEQ 
ID 



1009 



1010 



1011 



1011 



1011 
1011 



Model 



SH3 



Bromo CP 



IS. 



JL 
g 



1011 ig 



1011 I DNA_pol_B_2 



Description 



SH3 domain 



Bromovirus coat protein 



Immunoglobulin domain 



Immunoglobulin domain 
Immunoglobulin domain 
Immunoglobulin domain 



E value 



5.8e-12 



0.16 



0.004 



3.9e-05 



Immunoglobulin domain 



1011 | QapA 



1011 j ig 



1011 ig 

1013 denso VP4 



1015 I efhand 



1015 I COX17 
1015 efhand 



1015 efhand 
1015 PCRF 



1015 DUF21 



1015 efhand 

1016 UPF0061 



1016 I Flavodoxin 2 



1016 UPF0061 



1017 I UPF0061 



1017 UPF0061 



1017 I Flavodoxin 2 



1017 I UPF0061 



DNA polymerase type B, organellar 
and 



Opacity-associated protein A 



Immunoglobulin domain 



Immunoglobulin domain 



Capsid protein VP4 



3.7e-10 
0.0018 



3.7e-08 



0.018 



0.44 



0.0012 



7.7e-07 



Score Repeats 



Position 



46.6 



1 



5.5 



1 



14.6 



1 



22.1 



40.9 
15.9 



33.4 



3. 
_4 
5 



7.9 



2.4 



16.6 



28.5 



0.23 



3.4 



1 



EF hand 



Cytochrome C oxidase copper 
chaperone 
EF hand 
EF hand 



PCRF domain 



Domain of unknown function DUF21 



EF hand 



Uncharacterized ACR, YdiU/UPF0061 
fam 



Flavodoxin-like fold 



2.8e-08 33.9 I 1 



0.42 



4.2 



1 



0.0033 I 15.3 



8.5e-05 21.1 



0.43 



6.1 



1 



0.18 



6.4 



5e-09 



36.7 



3.9e-74 256.4 1 



Uncharacterized ACR, YdiU/UPF0061 
fam 



0.66 



3.3 



1.2e-05 19.1 



Uncharacterized ACR, YdiU/UPF0061 
fam 



Uncharacterized ACR, YdiU/UPF0061 
fam 



Flavodoxin-like fold 



1018 7tm 1 



1018 DUF395 

1019 LRRNT 



1019 LRR 
1019 LRR 



Uncharacterized ACR, YdiU/UPF0061 
fam 



7 transmembrane receptor (rhodopsin f 



YeeE/YedE family (DUF395) 



Leucine rich repeat N-terminal domain 



1019 LRR 



1019 LRR 



1019 LRR 



LRR 
LRR 



1019 
1019 
1019 I LRR 
1019 LRR 



Leucine Rich Repeat 



Leucine Rich Repeat 



Leucine Rich Repeat 



Leucine Rich Repeat 



Leucine Rich Repeat 



1019 LRR 



1019 LRR 



1019 LRR 



1019 LRR 



1019 I TIMELESS 



Leucine Rich Repeat 



9/18 273 283 



1 11 



9/18 273 283.. 1 11 



9/18 273 283 



1 11 



9/18 273 283 



1 11 



9/18 273 283 



1 11 



9/18 273 283 



1 11 



9/18 273 283 



1 11 



1019 LRR 



1020 | AMP-binding 



1020 | KNA_ pol. _Rpc4 



1020 | Phage_30 8 



Timeless protein 



9/18 273 283 



1 11 



AMP-binding enzyme 



RNA polymerase III RPC4 



Phage GP30.8 protein 



le-39 



140.9 1 



6.8e-52 182.6 I 2 



0.66 



3.3 



1 



1.2e-05 19.1 



l.le-88 I 264.6 1 



0.94 



0.12 



4.7 
7.7 



1 



1 



0.12 



8.2 



0.0019 14.3 



0.013 



11.6 



0.00023 ! 17.5 



0.31 



6.9 



0.22 
0.00057 



7.4 
16.1 



0.004 



13.3 



12 



0.0013 



14.9 ! 13 



0.27 



7.1 



14 



0.16 



7.9 



15 



0.8 



5.5 



16 



0.035 



10.1 



17 



0.45 



3.0 



1 



0.084 



8.8 



18 



4.5e-49 I 173.2 1 



0.62 



4.2 



1 



0.92 



2.6 



881-938 



1-12 



27-45 



80-148 

183-242 

281-342 



379-440 
396-452 



405-427 



474-535 



570-634 



166-185 



29-57 



54-61 



65-93 



102-130 



129-145 



134-158 
138-166 



2-279 



373-388 



403-444 



119-253 



431-611 



705-720 
735-776 



87-350 
188-205 



42-56 



82-105 
133-157 



158-181 



182-205 



206-226 
251-272 



329-352 



377-402 



403-426 



427-439 



463-484 
486-510 
537-558 



553-568 



559-582 



1-177 



189-199 



233-253 
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TABLE 4B 



SEQ I 
ID 


Model 


Description 


E_value i 


Score 


Repeats i 


Position 


1021 


SKIP SNW 


SKIP/SNW domain 


0.3 


4.7 


i 


92-113 


1021 


cNMP binding 


Cyclic nucleotide-bmdmg domain 


0.55 


5.2 






1021 


cytochrome^ 


Cytochrome c 


0.92 


3.7 


i 


313-329 


1021 


cNMP binding 


Cyclic nucleotide-binding domain 


1.5e-15 ] 


51 A 




343-4-3 3 


1021 


RasGEFN 


Guanine nucleotide exchange factor fo 


0.00023 


1 /.5 


J L 


46U-DU4 


1021 


Pseu avirulence 


Avirulence protein 


0.91 j 


1.9 




45? 1-3 U4 


1021 


PDZ 


PDZ domain (Also known as DHR or 
GLGF 


5.2c- 19 


68.7 


r 


3oU-oO 1 


1021 


RA 


Ras association (RalGDS/AF-6) 
domain 


2.6e-08 


32.5 


i r 




1021 


RasGEF 


RasGEF domain 


2.7e-48 


170.6 


i 


907- 

1 009 


1022 


SKIP SNW 


SKIP/SNW domain 


0.3 


4.7 


i 


42-63 


1022 


cNMP binding 


Cyclic nucleotide-binding domain 


0.55 j 


5.2 




^1 29 


1022 


cytochrome c 


Cytochrome c 


0.92 


3.7 


i 


263-279 


1022 


cNMP binding 


Cyclic nucleotide-binding domain 


1.5e-15 | 


57.4 




ZbO-3o3 


1022 


RasGEFN 


Guanine nucleotide exchange factor fo 


0.00023 [ 


17.5 




a 1 f\ A KA 


1022 


Pseu avirulence 


Avirulence protein 


0.91 


1.9 


i 


441-454 


1022 


PDZ 


PDZ domain (Also known as DHR or 
GLGF 


5.2e-19 


68.7 [ 


1 


CO A /C1 1 

530-oli 


1022 


RA 


Ras association (RalGDS/AF-6) 
domain 


2.6e-08 


32.5 




/30-033 


1022 


RasGEF 


RasGEF domain 


2.7e-48 


170.6 


1 




Q^7 
o3 /- 

1 HA9 


1026 


Ricin B lectin 


QXW lectin repeat 


0.14 


8.3 


— 


1-3/1 161 


1026 

] 


MCR_beta_N 


Methyl-coenzyme M reductase beta 
subu 


0.98 


O 1 

Z. 1 




13Z- lOVJ 


1026 


Ricin B lectin 


QXW lectin repeat 


4.3e-U / 


Zo. I 




1 Qfi-?95 


1026 


Ricin B lectin 


QXW lectin repeat 


U.0U1Z 


1 ^ Q 
13. o 






1027 


SCF 


Stem cell factor 


z.ye- 

133 


3 1Z.Z 


-j 


1-214 


1027 


FH2 


Formin Homology 2 Domain 


f\ 097 


o.o 




145-162 


1027 


1 Herpes UL7 


Herpesvirus UL7 like 


U.U /Z 


7 6 


1 


1 176-215 


1028 


| cadherin 


Cadherin domain 


3.4e- 1Z 


' 9 
j *+h-.Z 


-j 


\ 50-131 


1028 


1 cadherin 


Cadherin domain 


1 He* 99 

i. /e-zz 


i RA 1 


9 


155-250 


1028 


| cadherin 


Cadherin domain 


oe-zu 


I / 1.3 


D 


264-342 


1028 


! cadherin 


Cadherin domain 


5.9e-21 


74.8 


4 


379-452 


1028 


1 cadherin 


Cadherin domain 


r\ nnor 
U.UU33 


] IZ.o 




S9 1-^67 


1029 


| cadherin 


Cadherin domain 


3.4e-lZ 


A A 1 

\ 44. Z 


i 
i 


I SO-1^1 

1 JU" 13 1 


1029 


1 cadherin 


Cadherin domain 


1.7e-22 


80.1 


2 


155-250 


1029 


| cadherin 


Cadherin domain 


6e-20 


1 /1. 3 


3 




1029 


1 cadherin 


Cadherin domain 


1.8e-22 


1 OA A 

| oU.U 


4 


1 ^7Q A70 


1029 


| cadherin 


Cadherin domain 


0.0035 


12.8 


5 


483-529 


1030 


Troponin 


Troponin 


0.87 


1 3.1 


._i 


1 9 1 117 
j Z 1- 1 1 / 


1030 


| Mycoplasma_M 
1 AA2 


Mycoplasma arthritidis MAA2 repeat 


0.65 


| 3.7 




3 1 o-3Z / 


1030 


PH 


PH domain 


6.5e-14 


47.1 




522-624 


1030 


DUF1041 


Domain of Unknown Function 
(DUF1041) 


3.4e-79 


273.2 




738-950 


1030 


| Allene_ox_cyc 


Allene oxide cyclase 


0.7 


2.8 




817-852 


1031 


Renal_dipeptase 


Renal dipeptidase 


1.9e- 
108 


370.4 




74-354 


1031 


! Amidase 3 


N-acetylmuramoyl-L-alanine amidase 


0.76 


3.8 




222-234 


! 1032 


| Trp Tyr perm 


Tryptophan/tyrosine permease family 


0.0026 


1 10.3 




42-63 
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ID 


Model 


Description 




otul C 




Position 


1032 


aa permeases 


Ammo acid permease 




1 1 5 8 




48-371 


1032 


Pox I5 


Poxvirus protein 15 


0 94, ! 


6 0 


1 1 


162-179 


1032 


serine carbpept 


Serine carboxypeptidase 




9 3 


1 i 


378-398 


1033 


THF DHG CYH 


Tetrahydrofolate dehydrogenase/ cycion 


0 097 ! 


6 2 


1 1 


89-108 


1033 


THF DHG CYH 


Tetrahydrotolate denydrogenase/cycion 




^7 




119-180 


1033 


THF_DHG_CYH 

C 


Tetrahydrofolate dehydrogenase/cycloh 


6.5e-07 


25.7 


1 \ 


182-229 


1033 


FTHFS 


Formate— tetrahydrotolate ligase 


0 1 


1365 
1 




360-979 


I 1034 


acid phosphat 


Histidine acid pnospnatase 


0 038 i 


6 9 

Vy • ^ 


! 


378-394 


1034 


FMN red 


NADFH- dependent riviiN reaucxase 


0 Q4 


3 3 

>mJ *mmJ 


1 


425-446 


1034 


acid phosphat 


Histidine acid pnospnatase j 


0 0? 1 


1 9 




512-581 


1034 


Ribosomal Lo 


Ribosomal protein L,o 


0 91 


1 2 


1 


760-800 


1035 


PDZ 


FJJZ domain (^Also Known as univ or 
GLGF 


^ 9e-14 i 


51 8 


1 


47-111 


1035 


■ ^. -w- Tin /*A 

DUF62 


Frotem 01 unlaiown iunction Jjuroz 


1 1 

JL ! 


2 7 




71-91 


1035 


AraC binding 


AraC-like ligand binding domain 


0.99 


3.9 


J 


139-198 


1035 


Annadillo seg 


Armadillo/beta-catenm-like repeat 


0 07 \ 


5 6 




170-187 


1035 


HCV NS4a 


Hepatitis C virus non-structural prot 


0 0-^7 i 

U.UJ / 


8 8 


1 


319-348 


1035 


RasGAP 


GTPase- activator protein tor Kas-iiKe 


0 ^7 1 


3 6 


~1 


764-783 


1035 


RlioGEF 


RhoGEF domain 


1 7e-9R ! 


97 2 i 


1 


778-962 


1035 


SH2 


SH2 domain 


0 OS I 


3 2 




819-829 


1035 


PH 


PH domain 




18 0 


1 


1006- 
1119 


1035 


SelP_N 


Selenoprotein r, jn terminal region 


0 25 


3 7 




1112- 
1138 


1037 


PH 


PH domain 


6.7e-14 


47.1 


1 


17-124 


1037 


efhand 


bF hand 


0 2e-05 


21 0 

J- ■ \mf 




138-166 


1037 


efhand 


Er hand 


0 0023 


15 8 




174-202 


1037 


PI-PLC-X 


Piiospnatidylinositoi-speciTic pnospno 


5 9e-17 


60 5 




291-326 


1038 


DUF765 


L^ircovirus protein 01 unicnovvn iuntuu 


0 85 


3 7 




274-302 


1039 


ABG transport 


Abgl putative transporter iamny 


0 81 


1 2 




13-26 


1039 


7tm l 


/ transmemDrane receptor ^rnouupbin i 


7 4e-29 


85 1 




40-289 


| 1039 


T TTi i^irn 

HECT 


JtliiO 1 -domain ^UDiquitin-transicrabc^ 


0 15 


! 5 5 




273-290 


1040 


TSPN 


1 nrombosponain in -terminal -iikc 
uomai 


1 4e-41 


136 6 

JL *mJ \m9 * \/ 




1-101 


! 1 A ^ A 

I 1040 


TIL 


lrvpsm inniuitor nivc t/yoLcnic uwi 


0 66 


3.9 


! 


195-239 


1040 


T7 r~* T? 

EGr 


jj/Or-iiKe u.oiiid.ni 


0 0046 


13.8 


1 


199-233 


| 1040 


Baculo 


INUCieopOiyxiCLlI U Vll Uo idutr ca.jji^o>ji\jii 


0 0024 


10.4 


I 


230-244 


1040 


EGr 


xiOr-iiKe aomain 


0 51 


6.4 




239-269 


| 1040 


Mu-c onotoxin 


jviu-\^onotoxin 


0.63 


5.2 


I 


283-304 


\ 1040 


J • _ 1 _1 C XT 

dickkopt N 


JJICKKOpi iN-termindi L-yoicinc-iiL/ii icg 


0 94 

\mf « «^ T 


3.5 


I 


292-299 


1040 


laminin EGF 


Laminin xsijrr-iiKe ^j_^omd.nib 111 cum 


0 45 


1 5.6 


I 


311-327 


I 1040 


EGF 


liLrr-liKe oomam 


4 3e-05 


21.1 


4 


333-366 


1040 


tsp 3 


l nromDOSponam type _> repeal 


0 00027 


16.9 


1 


405-417 


i 1 040 


tSD 3 

to yJ 


Thrombospondin type 3 repeat 


0.032 


10.2 


2 


418-433 


1040 


tsp 3 


Thrombospondin type 3 repeat 


0.0046 


13.0 


3 


441-453 


1040 


tsp 3 


Thrombospondin type 3 repeat 


0.00087 


15.3 


4 


464-476 


1 040 


tsp 3 


Thrombospondin type 3 repeat 


0.023 


10.7 


5 


477-492 


1040 


tsp 3 


Thrombospondin type 3 repeat 


0.00058 


15.9 


6 


500-512 


1 040 


tsp 3 


Thrombospondin type 3 repeat 


0.0033 


13.4 


7 


523-535 


1040 


tsp 3 


Thrombospondin type 3 repeat 


0.0011 


15.0 


8 


538-553 


1 040 


tsp 3 


Thrombospondin type 3 repeat 


0.00057 


15.9 


9 


561-573 


| 1 040 


tsp 3 


Thrombospondin type 3 repeat 


0.0015 


1 14,6 


11 


| 601-613 
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ID 
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Description | 






Ren eats 


Position 1 


1040 


tsp 3 1 


Y 

Thrombospondin type 3 repeat j 


0 0^ 

\J.\J~f 


10 3 


12 


614-629 


1040 


TSPC 


Thrombospondm C-terminal region | 


7 1 p- 

176 


594 4 




654-854 
853-86f1 


1040 


Mndl 


Mndl family 


0.68 


3.4 


1 




1042 


sodcu 


Copper/zinc superoxide dismuiase 
(SOD 


i 

i 


2 0 




31-44 


1042 


DapB C 1 


Dihydrodipicoimate reauciase, ^-icmi 


0 84 


4 5 




38-52 


1042 


PTR2 


POl lamiiy 


3e-55 


193.1 


1 


103-335 


1042 


PTR2 


PtJI iarnily 


1 5e-36 


127.7 




336-47T1 


1042 


Adeno PIX j 


Adenovirus nexon-associciicu piuLcm v. 


0 76 


3.8 


1 


493-508 ~j 


1043 


Drf GBD 1 


Diaphanous (alrase-Dinamg uomaiii i 


1 7e-60 


211.1 


l 


40-229 


1043 


DUF1000 


Domain of Unknown Function 

/T"*T TT?1 f\f\f\\ 

(DUF1000) 


0.79 


3.3 


1 


141-157 


1043 


Drf FH3 


■f— X ' 1 T7T TO r\^*Mni« 1 

Diaphanous FH3 Domain j 


7 9p-71 


244 6 




231-437 


1043 


S-antigen ] 


S-antigen protein 1 


0 24 


3 2 


l 


429-436 


1043 


bZIP 


□ZIP transcription iactor ii 


0 88 

v. u u 


4 7 


! 


440-47 8~1 


1043 


eRFl 1 


eRrl domain 1 [ 


0 55 


4 9 


1 


480-502 


1043 


CHASE3 1 


CHASbJ domain 


0 025 

V/ • \JAm**s 


9.5 


I 


489-517 


1043 


Pox A type inc 1 


1/4 40o .. 1 


0 14 


8.3 




495-517 


1043 


FH2 


rormm riomoiogy z L^omd.m 


6 2e- 

V *A-*KS 

154 


521.5 


I 


596-969 


1043 


DUF387 j 


JrUtaiive iranscrrpLiuiicu. icguiatuia ^ j 


0.0045 


10.2 




777-800 


1043 


T — i » A~T\r> A i^TIO^T 

EMP24 GP25L 1 


empZ4/gpZJl-j/pZ''T lamiiy 


0.18 


5.7 


I 


868-899 


1043 


IE68 


rierpesvirus lmmeuiaLc cany ^iulcui i 


0.25 


6.4 


I 


882-920 


1044 


KRAB ' 


KRAB box 


2 9e-27 


100.7 


I 


8-48 


1044 


zf-C2H2 


Zjinc linger, L/riz i yp e 


0 00026 


21.9 


I 


114-136 


1044 


XPA N 


"V7"Ti A /\t-oi -vo "\.T ^oTiTii'nol 

yv"A protein rN-xerminai 


0 51 


5.7 


I 


139-151 


1044 


TFIIS 


1 ranscnpnon iacior o-xx ^irm; 


0.16 


7.4 


2 


142-152 


•i A A 

1044 


zf-C2H2 


Z<inc linger, v^zxiz, type 


6.7e-06 


28.3 


2 


142-164 


1044 


XPA N 


ArA protein iN~ieriniii<ii 


1 0.49 


5.8 


2 


167-179 


Mi /~\ A A 

1044 


TFIIS 


1 ranscnpnon 1*10101 0-11 ^ imu; 


0.18 


7.2 


3 


170-180 


i r\ A A 

1044 


r" /-"lOTTO 

zf-C2H2 


| Z/inc linger, ^znz type 


4e-06 


29.2 


3 


170-192 


1044 


rill >TTO 

TFIIS 


Trcnoprmtinn fnrtnr S-TT ^TFTIS^ 

1 ranscription j.d.oiui o-*n v 1 -- 1 j - Ak - , y 


0.5 


5.7 


4 


198-208 


1044 


ZI-C2H2 


j Ziinc linger, uznzi L yp° 


6.3e-05 


24.4 


4 


198-220 


■t f\ A A 

1044 


ZI-C2H2 


i Zjinc linger, L-znz type 


7.8e-07 


32.1 


5 


226-248 


H /— A A 

1044 


■trn A XT 

XPA N 


! /I/IQ 19^ 9^S 1 1^ 


0.45 


5.9 


5 


251-263 


•4 f\ A A 

1044 


eIF5 eIF2B 


| Domain iouna m ir^o/ur j 


1 0.95 


3.5 


1 


254-264 


•« r\ A A 

1044 


TFIIS 


lianscnption iactor 0-11 v.ij/iio^ 


0.069 


8.7 


6 


254-264 


1044 


Transposase_12 


1 iransposase 


1 0.11 


5.8 


1 


254-280 


1044 


ZI-C2H2 


1 z»inc linger, tznz iyp c 


5.9e-07 


32.6 


6 


254-276 


1044 


zf-BED 


| oiiiJ zmc iingei 


0.14 


6.9 


1 


255-277 


A A 

1044 


XPA N 


997 97^ 1 1 t 
4/1o ZZj ZjD 1 U 


0.15 


7.6 


6 


279-291 


-t /*"\ A A 

1044 


I 1 ii try f*1 

TFIIS 


Tvnm ?/irm^l r\rt ■fd/^iTW ^1— TT M FITS 1 

iran scrip ii on la^iiji o-n ^ix 


0.15 


7.5 


7 


282-292 


■1 f\ A A 

1044 


C /"lOT TO 

ZI-C2H2 


Ainc linger, v^-zri^ type 


8.3e-07 


32.0 


7 


282-304 


1044 


r* j^~tOTTO 

ZI-C2H2 


i Ziinc linger, L>zjn.^ type 


4.6e-06 


29.0 


8 


310-332 


1044 

JL v 1 • 


zf-C2H2 


Zinc finger, C2H2 type 


5.3e-06 


28.7 


9 


338-360 


1044 


zf-C2H2 


Zinc fineen C2H2 type 


4e-06 


29.2 


10 


366-388 


1044 


XPA N 


4/13 223 235 .. 1 13 


0.84 


5.0 


8 


391-403 


1044 


TFIIS 


10/18 368 376.. 31 39 


0.25 


6.8 


11 


394-404 


1044 


zf-C2H2 


Zinc finger, C2H2 type 


2.1e-06 


30.3 


11 


394-416 


1044 


zf-C2H2 


Zinc finger, C2H2 type 


7.5e-06 


28.1 


12 


422-444 


1044 


Evrl Air 


Ervl / Air family 


0.48 


5.4 


1 


442-460 


1044 


zf-C2H2 


Zinc finger, C2H2 type 


9.9e-07 


31.7 


13 


450-472 


1044 


PqiA 


Paraquat-inducible protein A 


0.025 


8.9 


2 


469-500 
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Jlf_V<l.lllc 




T? en eats 


Position 


1044 


XPA N 


4/13 223 235 .. 1 1j 


0 45 


5 9 I 


9 


475-487 


1044 


<— - _ mm TT^AT^ 

eIF5 eIF2B 


Domain found m ir ZiSlir d 


0 95 


3 5 


2 


478-488 


1044 


TFIIS 


1 O /1 O A^\ A A^l^i 11 1Q ' 

12/18 424 432.. 31 


0 069 


8 7 1 


14 


478-488 


1044 


zf-C2H2 


Zinc finger, C2H2 type r 


2.3e-06 


30.2 


14 


478-500 


1044 


zf-C2H2 


Zmc finger, C2H2 type 




24 4 ! 


15 1 


506-528 


1044 


zf-C2H2 


Zmc finger, C2H2 type 


1 1p-07 


_j ^ . *j i 


16 


534-556 


1044 


TFIIS 


12/18 424 432.. 31 


V/. / O 


5 1 1 


15 


536-544 


1044 


TFIIS 


12/18 424 432.. 31 5y 


0 1 1 


7 Q 1 


16 


562-572 


1044 


zf~C2H2 


Zmc finger, C2H2 type 




10 0 i 


17 

■A. / 


562-584 


1044 


TFIIS 


12/18 424 432 .. 31 3y 




6 8 ! 


17 


590-600 


1044 


zf-C2H2 


Zmc finger, C2H2 type 


6 9p» OR 




18 


590-612 


1044 


Umbravirus_LD 
M 


Umbravirus long distance movement 
(LD 


U.JO 


9 R J 


1 


601-626 


1044 


TFIIS 


-I <~» / 1 O A r% A A O 1 '~2 O 

12/18 424 432 .. 31 3y 


n n^9 


8 8 ! 


18 


618-628 


1044 


zf-C2H2 


Zmc finger, C2H2 type J 




13 4 


19 


618-640 


1044 


zf-BED 


3/7 423 445 .. 24 52 


H 097 
u.uz / 


o i ! 


7 


619-641 


1045 


Sprouty , 


Sprouty protein (Spry) 


i o p 17 

i .ze- 1 / 


^-s 0 

JJiU 


1 


33-70 


1045 


Sprouty 


Sprouty protein (Spry) 


9 7f»_1 0 
z. /e- jlvj 


31 5 ' 


2 


73-90 


1046 


HAMP 


HAMP domain 


n 91 


7 1 ! 


1 

1 


9-42 


1046 


PA 


PA domain 


j.DC- 12? 


65 4 ! 


1 

X 


155-255 


1046 


Peptidase_M28 


Peptidase family M28 


1 J.P- 


410 8 


1 


332-585 


1046 


Borreliajipo 


Borrelia Durgdorien viruieni strain 


0 98 


2 5 I 


1 


591-604 


1046 


TFR dimer 


transferrin receptor-UKe uimerisdiio 




228 5 


1 


597-739 


MU)47 


GvpG 


Gas vesicle protein G 


0.088 


6.7 


1 


17-49 


|T048 


Sema 


Sema domain 


-5 9e-08 


29 3 


1 


34-127 


1048 


ABM 


Antibiotic biosvnthesis monooxygenase 


0.74 


5.7 


1 


192-208 


1048 


Sema 


Sema domain 




92 6 


2 


386-449 


1048 


PSI 


Plexin repeat 


2.3e-20 


65.3 


1 


468-519 


1048 


PSI 


Plexin repeat 


1 A» 1 9 


A1 0 

*T 1 .U 


9 


759-801 


1048 


TIG 


IPT/TIG domain 


1.6e-20 


78.3 


1 


803-893 


1048 


TIG 


IPT/TIG domain 


/I -C ^ 1 o 




9 

1 Z 


895-980 


1048 


TIG 


IPT/TIG domain 


3.3e-13 


51.7 


3 


983- 
1092 


1048 


Competence 


Competence protein 


n in 
U. / / 




n 


1 181- 
1224 


1048 


RNB 


RNB-like protein 


0.064 


6.4 


i 


1389- 
1412 

x r a 4* 


1048 


Fimbrial„K88 


Fimbnal, major and minor subumt 


U. ID 




ri 


1461- 

X \\J X 

1470 


1048 


ubiquitin 


Ubiquitin family 


n A91 


1 n a 




1463- 

X r Vr mm* 

1497 


1049 


BTB 


BTB/POZ domain 


A ^*=k 9Q 


1 09 Q 


TT 

"Hi 


20-124 


1050 


ABC tran 


ABC transporter 




1 1A 1 




26-217 


1050 


DUF908 


Domain of Unknown Function 
(DUF908) 




1 1 


Tl 


69-83 


1050 


RhoGAP 


RhoGAP domain 


0.058 


7.1 




69-82 


1050 


ChlamydiaJPMP 


Chlamydia polymorphic membrane 
protei 


0.63 


2.9 




546-565 


1051 


ZZ 


Zinc finger, ZZ type 


le-12 


48.2 




3-48 


1051 


SoxD 


Sarcosine oxidase, delta subunit fami 


0.97 


4.2 




77-84 


1051 


zf-C2H2 


Zinc finger, C2H2 type 


0.00067 


20.3 




78-101 


1051 


zf-C3HC4 


Zinc finger, C3HC4 type (RING finger) 


0.3 


3.6 




93-113 


| 1051 


SPDY 


Domain of unknown function 


0.6 


4.4 




117-131 
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(DUF317) 










1051 


Dil9 


Drought induced 19 protein (Dil9) 


0.00056 


13.0 


1 


312-328 


1052 


ig 


Immunoglobulin domain 


7e-12 


47.4 


1 


34-110 


1052 


MyTH4 


MyTH4 domain 


0.34 


5.6 


1 


141-152 


1052 


ig 


Immunoglobulin domain 


0.0023 


15.5 




150-204 


1053 


kringle 


Kringle domain 


0.031 


8.7 


-j 


36-64 


1053 


wsc 


WSC domain 


2.3e-06 


25.6 




89-142 


1053 


CUB 


CUB domain 


1.4e-15 


52.5 


1 


156-260 


1054 


ig 


Immunoglobulin domain 


1.7e-05 


23.4 




36-113 


1054 


Phage cap E 


Phage major capsid protein E 


0.79 


2.8 


i 


127-136 


1055 


MHC I 


Class I Histocompatibility antigen, d 


le-146 


497.6 


1 


25-203 


1055 


DUF497 


Protein of unknown function (DUF497) 


0.2 


6.7 


1 


43-56 


1055 


ig 


Immunoglobulin domain 


5.4e-09 


36.5 


i 


220-285 


1055 


DUF395 


YeeE/YedE family (DUF395) 


0.18 


7.2 




310-335 


1056 


LBP BPI CETP 
C 


LBP / BPI / CETP family, C-terminal d 


5.8e-05 


18.1 


1 


56-139 


1057 


LBP BPI CETP 


LBP / BPI / CETP family, N-terminal d 


5.1e-38 


130.2 


-i 


22-185 


1057 


LBP BPI CETP 
C 


LBP / BPI / CETP family, C-terminal d 


1.6e-12 


45.3 


1 


291-429 


1057 


Peptidase M20 


Peptidase family M20/M25/M40 


0.3 


4.0 


i 


380-419 


1058 


LBP BPI CETP 


LBP / BPI / CETP family, N-terminal d 


5.1e-38 


130.2 


i 


22-185 


1058 


LBP BPI CETP 
C 


LBP / BPI / CETP family, C-terminal d 


5.8e-05 


18.1 


i 


291-374 


1059 


LBP BPI CETP 


LBP / BPI / CETP family, N-terminal d 


3.3e-41 


141.1 


~1 


39-201 


1059 


LBP BPI CETP 
C 


LBP / BPI / CETP family, C-terminal d 


5.8e-05 


18.1 




307-390 


1060 


SecretograninJV 


Neuroendocrine protein 7B2 precursor 


2.2e- 
134 


456.6 


-i 

- 


1-204 


1060 


Ribosomal L19e 


Ribosomal protein L19e 


0.7 


3.6 




167-193 


1062 


PMP22 Claudin 


PMP-22/EMP/MP20/Claudin family 


6.9e-46 


159.3 


1 


4-181 


1062 


Acyl_transf_3 


Acyltransferase family 


0.12 


6.3 


^ 


106-151 


1063 


Ribosomal L29e 


Ribosomal L29e protein family 


0.0025 


12.9 




21-49 


1064 


PDZ 


PDZ domain (Also known as DHR or 
GLGF 


7.6e-ll 


40.0 


1 


1-84 


1064 


PDZ 


PDZ domain (Also known as DHR or 
GLGF 


4.2e-10 


37.4 


2 


209-297 


1064 


PDZ 


PDZ domain (Also known as DHR or 
GLGF 


2.4e-16 


59.3 


3 


310-393 


1064 


CBM 11 


Carbohydrate binding domain (family 1 


0.18 


5.1 


1 


360-378 


1064 


PDZ 


PDZ domain (Also known as DHR or 
GLGF 


7.3e-19 


68.1 


4 


409-490 


1064 


DUF390 


Protein of unknown function (DUF390) 


0.82 


0.7 


1 


534-555 


1064 


PDZ 


PDZ domain (Also known as DHR or 
GLGF 


2.6e-09 


34.6 


5 


694-775 


1065 


PID 


Phosphotyrosine interaction domain (P 


3.3e-47 


160.5 


1 


42-168 


1066 


Galactosyl T 


Galactosyltransferase 


0.17 


5.8 


1 


106-H6 


1066 


Chorismate_synt 


Chorismate synthase 


0.8 


1.6 


1 


291-298 


1067 


pkinase 


Protein kinase domain 


le-73 


255.1 


1 


12-272 


1068 


lipocalin 


Lipocalin / cytosolic fatty-acid bind 


7e-38 


136.0 


1 


38-186 


1068 


Triabin 


Triabin 


0.0018 


12.1 


1 


119-136 


1069 


lactamase B 


Metallo-beta-lactamase superfamily 


1.7e-21 


80.0 


1 


11-172 


1070 


annexin 


Annexin 


9.9e-30 


107.8 


1 


58-124 


1070 


annexin 


Annexin 


6.3e-33 


119.1 


2 


130-196 


1070 


annexin 


Annexin 


9.7e-28 


100.7 


3 


213-280 
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1070 


annexin 


Annexin 


4.3e-33 


119.8 


4 


289-355 


1071 


SNF 


Sodiumineurotransmitter symporter 
fam 


0 


1200. 
7 


1 


44-574 


1071 


ATP-sulfurylase 1 


ATP-sulfurylase 


0.28 


3.8 


1 


198-220 


1071 


DUF900 


Protein of unknown function (DUF900) 


0.98 


2.8 


1 


408-420 


1072 


iff 


Immunoglobulin domain 


5.7e-06 


25.2 


1 


38-122 


1073 


Glypican 1 


Glypican 


3.9e- 
292 


979.9 


1 


3-566 


1074 


zf-C2H2 


Zinc finger, C2H2 type 


1 


1A 


1 


16-40 


1074 


rrm | 


RNA recognition motif, (a.k.a. RRM, R 


9.2e-10 


36.8 




58-123 


1074 


PAP assoc 1 


PAP/25 A associated domain 


1.6e-14 


51.8 


i 


490-549 


1074 


Isochori smatase 


Isochorismatase family 


0.49 


4.1 


1 


i 00-736 


1075 


PgpA 1 


Phosphatidyl glycer ophosphatase A 


0.92 


3.0 


1 


12-27 


1075 


SLT 


Transglycosylase SLT domain 


0.23 


6.2 


j 


82-112 


1075 


cNMP binding 


Cyclic nucleotide-binding domain 


0.67 


4.9 




173-196 


1075 


Glyco_transf_29 


Glvcosyltransferase family 29 (sialyl 


1.6e-22 


77.6 




289-506 


1076 


Sec23 trunk 


Sec23/Sec24 trunk domain 


0.47 


4.0 




42-53 


1076 


Hydrolase 


haloacid dehalogenase-like hydrolase 


0.77 


3.7 


! 


46-76 


1078 


A2M_N 


Alpha-2-macroglobulin family N- 
termin 


4.5e-91 


312.7 




6-613 


1078 


Big 1 


Bacterial Ig-like domain (group 1) 


0.62 


3.9 


1 


382-403 


1078 


A2M 


Alpha-2-macroglobulin family 


6.2e-64 


214.2 




721-949 


1078 


A2M 


Alpha-2-macroglobulin family 


6.2e- 
132 


444.2 




983- 
1469 


1078 


Pox_D2 


Pox virus D2 protein 


0.18 


3.4 




1446- 
1461 


1079 


A2M_N 


Alpha-2-macroglobulin family N- 
termin 


1.5e-92 


317.7 


i — 


19-626 


1079 


Big 1 


Bacterial Ig-like domain (group 1) 


0.62 


3.9 




395-416 


1079 


A2M 


Alpha-2-macroglobulin family 


3e-44 


147.6 


-j — 


735-836 


1079 


kringle 


Kringle domain 


0.077 


7.4 




840-859 


1080 


A2M_N 


Alpha-2-macroglobulin family N- 
termin 


2e-65 


227.5 


1 


6-548 


1080 


Big 1 


| Bacterial Ig-like domain (group 1) 


0.62 


3.9 


-j — 


382-403 


1081 


A2M_N 


Alpha-2-macroglobulin family N- 
termin 


4.5e-91 


312.7 




6-613 


1081 


Big 1 


Bacterial Ig-like domain (group 1) 


0.62 


3.9 




382-403 


1081 


A2M 


Alpha-2-macroglobulin family 


6.2e-64 


214.2 




721-949 


1081 


A2M 


1 Alpha-2-macroglobulin family 


3.2e- 
137 


462.1 




983- 
1469 


1081 


Pox_D2 


Pox virus D2 protein 


0.18 


3.4 


1 


1446- 
1461 


1082 


A2M_N 


Alpha-2-macrogl obulin family N- 
| termin 


1.5e-92 


317.7 


1 


6-613 


1082 


Big 1 


1 Bacterial Ig-like domain (group 1) 


0.62 


3.9 


. 1 


382-403 


1082 


A2M 


I Alpha-2-macroglobulm family 


1 _ A A 

3e-44 


1 ah 
14 /.0 






1082 


kringle 


1 Kringle domain 


0.077 


7.4 




827-846 


1083 


COesterase 


| Carboxylesterasc 


L4e- 
192 


649.9 




8-547 


1083 


A2M_N 


Alpha-2-macrogl obulin family N- 
termin 


0.83 


2.3 




12-28 


1084 


EGF 


| EGF-like domain 


2.8e-05 


21.8 




192-219 


1084 


laminin EGF 


Laminin EGF-like (Domains III and V) 


0.37 


5.9 




208-220 


1084 


Tautomerase 


! Tautomerase enzyme 


0.14 


5.5 




292-318 
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1084 


EGF 


EGF-like domain 


9.9e-07 


27.0 


2 


404-43 1 


1084 


Arthro defensin 


1/3 199 211 .. 23 36 


0.52 


3.0 


2 


411-423 


1084 


TB 


TB domain 


1.3e-16 


54.5 


1 


567-610 


1084 


EGF 


EGF-like domain 


l.le-07 


30.4 


3 


631-666 


1084 


MoeZ MoeB 


MoeZ/MoeB domain 


0.62 


3.6 


1 


676-682 


1084 


TB 


TB domain 


2.9e-26 


85.2 


2 


688-729 


1084 


EGF 


EGF-like domain 


1.9e-07 


29.6 


4 


878-914 


1084 


TIL 


Trypsin Inhibitor like cysteine rich 


0.00021 


14.8 


2 


898-920 


1084 


CBM 14 


Chitin binding Peritrophin-A domain 


0.88 


3 .8 j 


1 


901-920 


1084 


EGF 


EGF-like domain 


1.2e-07 


30.3 


5 


920-956 


1084 


TIL 


Trypsin Inhibitor like cysteine rich 


0.00057 


13.5 


3 


941-962 


1084 


squash 


Squash family serine protease inhibit 


0.069 


4.9 


1 


942-969 


1084 


granulin 


Granulin 


0.06 


7.4 


1 


943-958 


1084 


EGF 


EGF-like domain 


0.098 * 


9.0 


6 


962-983 


1084 


VSP 


Giardia variant-specific surface prot 


0.031 


7.4 


1 


982- 
1003 


1084 


EGF 


EGF-like domain 


5.2e-06 


24.4 


7 


1043- 
1078 


1084 


EGF 


EGF-like domain 


1.6e-06 


26.2 


8 


1084- 
1119 


1084 


TIL 


5/14 1063 1084.. 47 68 


0.98 


. 3.3 


6 


1103- 
1125 


1084 


VSP 


Giardia variant-specific surface prot 


0.29 


3.9 


2 


1105- 
1126 


1084 


EGF 


EGF-like domain 


2.1e-06 


25.9 


9 


1125- 
1160 


1084 


TIL 


5/14 1063 1084.. 47 68 


0.0095 


9.6 


7 


1145- 
1166 


1084 


EGF 


EGF-like domain 


5.9e-05 


20.6 


10 


1166- 
1201 


1084 


Plasmod_Pvs28 


Plasmodium ookinete surface protein P 


0.11 


6.2 


, 1 


1172- 
1210 


1084 


TIL 


5/14 1063 1084.. 47 68 


0.0044 


10.7 


8 


1187- 
1207 


1084 


EGF 


EGF-like domain 


5.5e-06 


24.3 


11 


1207- 
1243 


1084 


PAD_porph 


Porphyromonas-type peptidyl-arginine 


0.047 


8.4 


1 


1224- 
1234 


1084 


Plasmod_Pvs28 


Plasmodium ookinete surface protein P 


0.57 


3.6 


2 


1226- 
1281 


1084 


TIL 


5/14 1063 1084.. 47 68 


0.016 


8.9 


9 


1228- 
1249 


1084 


VSP 


Giardia variant-specific surface prot 


0.043 


6.9 


3 


1229- 
1249 


1084 


EGF 


EGF-like domain 


4.9e-06 


24.5 


12 


1249- 
1285 


1084 


EGF 


EGF-like domain 


l.le-05 


23.3 


13 


1291- 
1328 


1084 


TB 


TB domain 


8.7e-23 


74.2 


3 


1358- 
1401 


1084 


EGF 


EGF-like domain 


6e-05 


20.6 


14 


1429- 
1466 


1084 


CBM_14 


Chitin binding Peritrophin-A domain 


0.3 


5.3 


2 


1452- 

1472 


1084 


EB 


2/4 962 979.. 1 18 


0.79 


4.0 


3 


1472- 
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1483 


1 084 


FGF 


KGF-lilce domain 


1.3e-07 


30.3 


15 


1472- 
1507 


1 084 


TB 


TR domain 


1.8e-23 


76.3 


4 


1535- 

1577 


10R4 


FGF 


EGF-like domain 


3.3e-06 


25.1 


16 


1626- 
1661 


1 0S4 


Pla^mod Pvs28 


Plasmodium ookinete surface protein P 


0.44 


4.0 


3 


1632- 
1708 


1084 


TIL 


5/14 1063 1084 47 68 


0.00068 


13.2 


13 


1642- 
1667 


1084 


VSP 


Giardia variant-specific surface prot 


0.96 


2.0 


4 


1646- 
1667 


1084 


EGF 


EGF-like domain 


1.2e-07 


30.3 


17 


1667- 
1706 


1084 


TIL 


5/14 1063 1084.. 47 68 


0.85 


3.5 


14 


1690- 
1706 


1086 


ig 


Immunoglobulin domain 


5.3e-07 


29.1 


1 


168-232 


1086 


Corona NS4 


Coronavirus non-structural protein NS 


0.47 


3.5 


1 


248-271 


1086 


is 


Immunoglobulin domain 


0.052 


10.4 


2 


285-347 


1086 


fn3 


Fibronectin type III domain 


2.4e-16 


58.5 


1 


373-459 


1086 


fn3 


Fibronectin type III domain 


3.1e-15 


54.7 


2 


501-587 


1086 


fh3 


Fibronectin type III domain 


5.5e~19 


67.7 


3 


602-685 


1086 


fh3 


Fibronectin type III domain 


le-12 


45.9 


4 


700-786 


1086 


fn3 

All*-* 


Fibronectin type III domain 


1.7e-27 


97.2 


5 


802-888 


1086 

J. w/ \J V-/ 


OsmC 


OsmC-like protein 


0.57 


4.1 


1 


984- 
1018 


1086 


is 


Immunoglobulin domain 


0.00041 


18.2 


3 


1133- 
1191 


1086 


ie 


Immunoglobulin domain 


1.7e-07 


30.9 


4 


1349- 
1405 


1086 


Aegerolysin 


Aegerolysin 


0.56 


4.3 


1 


1411- 
1428 


1087 


KRAB 


KRAB box 


5.8e-25 


92.4 


1 


14-54 


1087 


DUF19 


Domain of unknown function DUF19 


0.044 


5.2 


1 


80-105 


1087 


TFIIS 


Transcription factor S-II (TFIIS) 


1 


4.7 


1 


161-171 


1087 


zf-C2H2 


Zinc finger, C2H2 type 


8.3e-07 


32.0 


1 


161-183 


1087 


XPA N 


XPA protein N-terminal 


0.49 


5.8 


2 


186-198 


1087 


TFIIS 


Transcription factor S-II (TFIIS) 


0.21 


7.0 


2 


189-199 


1087 


zf-C2H2 


Zinc finger, C2H2 type 


2.8e-07 


33.9 


2 


189-211 


1087 


XPA N 


XPA protein N-terminal 


0.47 


5.9 


3 


214-226 


1087 


zf-C2H2 


Zinc finger, C2H2 type 


5.4e-07 


32.7 


3 


217-239 


1087 


zf-BED 


BED zinc finger 


0.11 


7.3 


2 


222-240 


1087 


XPA N 


XPA protein N-terminal 


0.52 


5.7 


4 


242-254 


1087 


TFIIS 


Transcription factor S-II (TFIIS) 


0.32 


6.4 


4 


245-255 


1087 


zf-C2H2 


Zinc finger, C2H2 type 


3.2e-08 


37.5 


4 


245-267 


1087 


zf-BED 


BED zinc finger 


0.16 


6.8 


3 


246-268 


1088 


KRAB 


KRAB box 


5.8e-25 


92.4 




14-54 


1088 


DUF19 


Domain of unknown function DUF19 


0.044 


5.2 




80-105 


1088 


TFIIS 


Transcription factor S-II (TFIIS) 


1 


4.7 




161-171 


1088 


zf-C2H2 


Zinc finger, C2H2 type 


4.1e-08 


37.1 




161-183 


1088 


zf-BED 


BED zinc finger 


0.24 


6.2 




162-184 


1089 


Keratin B2 


Keratin, high sulfur B2 protein 


5.6e-21 


73.7 




2-117 


1089 


Keratin B2 


Keratin, high sulfur B2 protein 


0.011 


9.4 


2 


118-170 
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1090 


Keratin B2 


Keratin, high sulfur B2 protein 


5.9e-ll 


38.5 


1 


2-75 


1091 


Keratin B2 


Keratin, high sulfur B2 protein 


7.5e-06 


20.6 




2-40 


1091 


Keratin B2 


Keratin, high sulfur B2 protein 


4e-18 


63.7 




41-144 


1091 


Keratin B2 


Keratin, high sulfur B2 protein 


4e-05 


18.0 




145-205 


1092 


abhydro lipase 


ab-hydrolase associated lipase region 


1.9e-32 


117.8 




27-97 


1092 


abhydrolase 


alpha/beta hydrolase fold 


9.5e-19 


67.6 




111-388 


1093 


abhydro_lipase 


ab-hydrolase associated lipase region 


1.9e-32 


117.8 




87-157 


1093 


abhydrolase 


alpha/beta hydrolase fold 


9.5e-19 


67.6 


1 


171-448 


1094 


7tm 3 


7 transmembrane receptor (metabotropi 


0.75 


3.2 


1 


24-45 


1094 


7tm 3 


7 transmembrane receptor (metabotropi 


0.00057 


14.4 




65-109 


1094 


Condensation 


Condensation domain 


0.36 


4.2 




157-169 


1094 


7tm 3 


7 transmembrane receptor (metabotropi 


2.1e-05 


19.4 




168-271 


1095 


Tuberin 


Tuberin 


0.59 


0.5 


1 


17-23 


1095 


DAGAT 


Diacyl glycerol acyltransferase 


6.2e-98 


335.5 


1 


38-216 


1096 


GASA 


Gibberellin regulated protein 


0.35 


1.3 




22-51 


1096 


lectin c 


Lectin C-type domain 


8.9e-26 


95.8 




100-208 


1097 


GASA 


Gibberellin regulated protein 


0.35 


1.3 


1 


22-51 


1097 


lectin c 


Lectin C-type domain 


2.5e-27 


101.0 


1 


100-208 


1098 


7tm 1 


7 transmembrane receptor (rhodopsin f 


2.6e-50 


149.5 


1 


41-290 


1098 


endotoxin N 


delta endotoxin, N-terrninal domain 


0.87 


3.6 


1 


195-225 


1099 


SEA 


SEA domain 


1 .2e-06 


24.2 


1 


330-408 


1099 


DUF916 


Bacterial protein of unknown function 


0.091 


7.2 


1 


550-576 


1099 


Hanta G2 


Hantavirus glycoprotein G2 


0.027 


6.9 


1 


550-578 


1099 


Peptidase CI 3 


Peptidase CI 3 family 


0.32 


3.5 


1 


554-582 


1100 


ig 


Immunoglobulin domain 


0.0046 


14.3 


1 


146-203 


1100 


ig 


Immunoglobulin domain 


3.2e-07 


29.9 




245-295 


1100 


FHIPEP 


FHIPEP family 


0.21 


3.5 




315-326 


1101 


LRRNT 


Leucine rich repeat N-terminal domain 


0.00068 


15.2 




23-49 


1101 


LRR 


Leucine Rich Repeat 


8.7e-05 


18.9 


1 


51-74 


1101 


LRR 


Leucine Rich Repeat 


0.00032 


17.0 


2 


75-98 


1101 


j LRR 


Leucine Rich Repeat 


0.025 


10.6 


3 


99-122 


1101 


LRR 


Leucine Rich Repeat 


0.00069 


15.8 


4 


tA ate A -* A jf m 

123-146 


1101 


LRR 


Leucine Rich Repeat 


9.9e-06 


22.1 


5 


147-170 


1101 


LRRCT 


Leucine rich repeat C-terminal domain 


2.3e-15 


48.2 


} 


180-232 


1101 


ig 


Immunoglobulin domain 


1.3e-08 


35.1 




248-307 


1101 


Lis 


Immunoglobulin domain 


3.8e-09 


37.1 




344-400 


1101 


i ig 


Immunoglobulin domain 


3.4e-05 


22.3 




440-490 


1101 


BON 


Transport-associated domain 


0.14 


7.1 


-\ 


495-507 


1101 


1 ig 


Immunoglobulin domain 


3.1e-08 


33.7 




525-582 


1101 


i pec lyase N 


Pectate lyase, N terminus 


0.19 


3.9 


-\ 


626-632 


1101 


1 An peroxidase 


Animal haem peroxidase 


9.8e- 
195 


657.1 




726- 
1265 


1101 


PAL 


Phenylalanine and histidine ammonia-1 


0.53 


2.6 


1 


993- 
1010 


1101 


7tm_l 


7 transmembrane receptor (rhodopsin f 


0.22 


2.7 


1 


1057- 
1065 


1101 


| Peptidase_Cl 


Papain family cysteine protease 


0.76 


2.1 




1150- 
1167 


1101 


TILa 


TILa domain 


0.00018 


16.9 




1394- 
1433 


1101 


PSP94 


Beta-microseminoprotein (PSP-94) 


0.11 


8.0 




1395- 
1426 


1101 


1 vwc 


von Willebrand factor type C domain 


2e-10 


38.0 




1395- 
1450 
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1102 


LRRNT 


Leucine rich repeat N-terminal domain 


0.00068 


15.2 


1 


23-49 


1102 


LRR 


Leucine Rich Repeat 


8.7e-05 


18.9 


1 


51-74 


1102 


LRR 


Leucine Rich Repeat 


0.021 


10.9 


2 


75-98 


1102 


LRR 


Leucine Rich Repeat 


0.00069 


15.8 


3 


99-122 


1102 


LRR 


Leucine Rich Repeat 


9.9e-06 


22.1 


4 


123-146 


1102 


LRRCT 


Leucine rich repeat C-terminal domain 


2.3e-15 


48.2 


1 


156-208 


1102 


ig 


Immunoglobulin domain 


1.3e-08 


35.1 




224-283 


1102 


is 


Immunoglobulin domain 


3.8e-09 


37.1 


2 


320-376 


1102 


O L 

i£ 1 


Immunoglobulin domain 


3.4e-05 


22.3 


\ 


416-466 


1102 


BON 1 


Transport-associated domain 


0.14 


7.1 




471-483 


1102 


is 


Immunoglobulin domain 


3.1e-08 


33.7 


-f 


501-558 


1 102 


nee Ivase N 


Pectate lyase, N terminus 


0.19 


3.9 




602-608 


1102 


An_peroxidase 


Animal haem peroxidase 


9.8e- 
195 


657.1 


1 


702- 
1241 


1102 


PAL 


Phenylalanine and histidine ammonia-1 


0.53 


2.6 




969-986 


1 1 02 

1 i. \J X-i 


7tm 1 1 

/ till JL 


7 transmembrane receptor (rhodopsin f 


0.22 


2.7 


1 


1033- 
1041 


1 102 


Peptidase CI 


Papain family cysteine protease 


0.76 


2.1 


1 


1126- 
1143 


1102 


TILa 


TILa domain 


0.00018 


16.9 


1 


1370- 
1409 


1102 


PSP94 


Beta-microseminoprotein (PSP-94) 


0.11 


8.0 


i 


1371- 
1402 


1102 


vwc 


von Willebrand factor type C domain 


2e-10 


38.0 


i 


1371- 
1426 


1103 


PMEI 


Plant invertase/pectin methylesterase 


0.33 


5.5 


1 


2-24 


1103 


Ribosomal S26e 


Ribosomal protein S26e 


0.47 


3.9 


1 


215-236 


1103 


ATP-gua Ptrans 


ATP:guanido phosphotransferase, C-ter 


0.089 


6.1 


1 


240-262 


1103 


Arch fla DE 


Archaeal flagella protein 


0.42 


5.0 


1 


670-683 


1103 


zf_dskA_traR 


Prokaryotic dksA/traR C4-type zinc fi 


0.48 


4.8 


1 


1145- 
1160 


1103 


zf-C4 


Zinc finger, C4 type (two domains) 


0.07 


7.6 


1 


1147- 
1157 


1104 


UBX 


1 UBX domain 


0.79 


4.8 


i 


1-18 


1104 


FTCD C 


| Formiminotransferase-cyclodeaminase 


0.21 


6.0 


1 


47-77 


1104 


IKI3 


IKI3 family 


0.66 


0.9 


1 


80-94 


1104 


Ribosomal_L2 lp 


i Ribosomal prokaryotic L21 protein 


0.27 


5.0 


~ 


115-138 


1104 


DUF709 


1 Family of unknown function (DUF709) 


0.28 


6.5 




215-227 


1105 


Torsin 


j Torsin 


8.2e-07 


23.3 


1 


106-125 


1106 


rrm 


RNA recognition motif. (a.k.a. RRM, R 


0.086 


8.5 


1 


41-71 


1107 


MH1 


] MH1 domain 


0.16 


5.4 


1 


288-309 


1107 


Pecanex_C 


Pecanex protein (C-terminus) 


2.2e- 
129 


440.0 


1 


437-621 


1107 


Pecanex C 


Pecanex protein (C-terminus) 


4e-08 


29.6 




622-640 


1108 


MH1 


1 MH1 domain 


0.16 


5.4 




288-309 


1108 


Pecanex_C 


Pecanex protein (C-terminus) 


1.2e- 
106 


364.5 




437-599 


1110 


Herpes UL14 


Herpesvirus UL14-like protein 


0.12 


6.1 




17-43 


1110 


ig 


Immunoglobulin domain 


0.57 


6.5 




36-55 


1110 


Ribosomal L4 


i Ribosomal protein L4/L1 family 


0.95 


3.3 




79-107 


1110 


Vpu 


| Vpu protein 


0.34 


4.7 




106-140 


1110 


BPD transp 


Binding-protein-dependent transport s 


0.9 


3.7 




109-137 


1111 


DUF895 


Eukaryotic protein of unknown functio 


0.68 


4.1 




133-149 


1112 


RWD 


1 RWD domain 


9.8e-40 


142.2 




11-125 
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1112 


globin 1 


Globin 


0.048 


8.6 


\ 


88-120 


1112 


eRFl_2 


eRFl domain 2 


0.72 


4.1 




114-127 


1112 

ill +^ 


zf-C3HC4 


Zinc fineer, C3HC4 type (RING finger) 


7.5e-10 


27.9 


1 


135-201 


1112 


DNA_ligase_ZB 
D 


NAD-dependent DNA ligase C4 zinc 
fing 


0.37 


5.8 


1 


196-207 


1112 


zf-MIZ 


MIZ zinc finger 


0.28 


4.6 


1 


197-207 


1112 


ApoA-II | 


Apolipoprotein A-II (ApoA-II) 


0.94 


3.6 




261-272 


1113 


pkinase 


Protein kinase domain 


le-45 


162.0 


1 


194-468 


1113 


Pox M2 


Poxvirus M2 protein 


0.82 


3.3 


\ 


306-333 


1113 


DUF857 ! 


Domain of unknown function 
(DUF857) 


0.48 


4.7 




417-428 


1113 


ExoD i 


Exopolysaccharide synthesis, ExoD 


0.65 


2.7 


1 


424-456 


1113 


KE2 


KE2 family protein 


0.18 


7.7 


1 


468-502 


1114 


SNF2_N 


SNF2 family N-terminal domain 


0.057 


6.4 


1 


82-115 


1114 


Transposase 8 1 


Transposase 


0.38 


5.6 


1 


82-105 


1114 


OKR_DC_l_N 


Orn/Lys/Arg decarboxylase, N- 
terminal 


0.34 


3.6 


1 


91-102 


1116 


DUF1006 


Protein of unknown function 
(DUF1006) 


0.45 


2.5 


1 


5-24 


1117 


i g 1 


Immunoglobulin domain 


2.3e-05 


22.9 


1 


30-87 


1117 


ig 


Immunoglobulin domain 


0.0023 


15.5 


2 


127-186 


1117 


ig 


Immunoglobulin domain 


0.00079 


17.2 


3 


281-337 


1117 


ig 


Immunoglobulin domain 


0.026 


11.5 


4 


379-434 


1117 


SNF7 


SNF7 


0.95 


3.5 


\ 


435-450 


1118 


is 

to 


Immunoglobulin domain 


0.00079 


17.2 




42-98 


1118 


ig 


Immunoglobulin domain 


0.026 


11.5 




140-195 


1118 


SNF7 


SNF7 


0.95 


3.5 


1 


196-211 


1119 


IBN NT 


Importin-beta N-terminal domain 


1.6e-24 


89.3 


\ 


28-100 


1119 


PurA 


PurA ssDNA and RNA-binding protein 


0.19 


4.8 




155-171 


1119 


PAN 


PAN domain 


1 


3.2 


1 


706-735 


1120 


Bowman- 
Birkjeg 


Bowman-Birk serine protease inhibitor 


1 


4.0 


1 


28-36 


1120 


RNA_pol_Rpb2_ 
1 


RNA polymerase beta subunit 


0.25 


2.1 


-\ 


150-946 


1120 


cobW 


Cobalamin synthesis protein/P47K 


0.85 


2.3 


1 


170-205 


1120 


DUF909 


| Bacterial protein of unknown function 


0.16 


7.1 


1 


215-247 


1120 


Glyco hydro 2 
C 


i Glycosyl hydrolases family 2, TIM bar 


0.24 


4.8 


1 


262-277 


1120 


ank 


| Ankyrin repeat 


1.2e-10 


41.3 


1 


920-952 


1120 


ank 


1 Ankyrin repeat 


2.5e-08 


33.0 




953-985 


1120 


SH3 


j SH3 domain 


5.7e-16 


61.3 


1 


1022- 
1079 


1122 


TPR 


TPR Domain 


0.013 


12.3 


1 


138-157 


1122 


TPR 


TPR Domain 


l.le-07 


30.1 




158-191 


1122 


TPR 


TPR Domain 


0.29 


7.5 




192-222 


1122 


BEX 


Brain expressed X-linked like family 


0.25 


3.9 




261-294 


1122 


eRFl 2 


I eRFl domain 2 


0.12 


6.9 




322-338 


1122 


Subtilisin N 


Subtilisin N-terminal Region 


0.83 


5.1 




323-344 


1123 


Pencillinase R 


\ Penicillinase repressor 


0.85 


4.2 




57-75 


1124 


ank 


| Ankyrin repeat 


1.8e-07 


29.9 




64-96 


1124 


ank 


Ankyrin repeat 


1.5e-06 


26.5 


2 


97-129 


1124 


ank 


1 Ankyrin repeat 


2e-07 


29.7 


3 


130-162 


1124 


Shigella OspC 


Shigella flexneri OspC protein 


0.51 


3.2 


1 


131-161 


1124 


ank 


| Ankyrin repeat 


4.3e-06 


24.9 


4 


163-195 
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1124 


ank 


Ankyrin repeat 


0.00018 


19.2 


5 


196-228 


1125 


ank 


Ankyrin repeat 


1.8e-07 


29.9 


1 


64-96 


1125 


ank 


Ankyrin repeat 


1.5e-06 


26.5 


2 


97-129 


1125 


ank 


Ankyrin repeat 


2e-07 


29.7 


3 


1 30-162 1 


1125 


Shigella OspC 


Shigella flexneri OspC protein 


0.51 


3.2 


1 


131-161 1 


1125 


ank 


Ankyrin repeat 


4.3e-06 


24.9 


4 


163-195 


1126 


DUF846 


Eukaryotic protein of unknown functio 


0.5 


2.6 


1 


50-74 j 


1129 


Apolipoprotein 


Apolipoprotein A1/A4/E family 


0.95 


3.4 


1 


4-28 1 


1129 


F5 F8 type C 


F5/8 type C domain 


le-63 


195.2 


1 


34-174 


1129 


laminin G 


Laminin G domain 


2.7e-10 


36.3 


1 


212-344 | 


1130 


Apolipoprotein 


Apolipoprotein A1/A4/E family 


0.95 


3.4 


1 


4-28 


1130 


F5 F8 type C 


F5/8 type C domain 


le-63 


195.2 


1 


34-174 


1130 


laminin G 


Laminin G domain 


6.5e-ll 


38.5 


1 


212-344 


1130 


laminin G 


Laminin G domain 


1.8e-ll 


40.4 


2 


398-525 


1130 


EGF 


EGF-like domain 


l.le-06 


26.8 


1 


551-583 


1130 


fibrinogen C 


Fibrinogen beta and gamma chains, C-t 


0.051 


6.6 


1 


601-634 


1130 


laminin G 


Laminin G domain 


2.7e-17 


60.5 


3 


821-943~1 


1130 


EGF 


EGF-like domain 


0.0014 


15.7 


2 


962-996 


1130 


laminin_G 


Laminin G domain 


0.00033 


15.3 


4 


1046- 
1179 


1130 


DNA_PPF 


DNA polymerase processivity factor 


0.69 


4.3 


1 


1059- 
1078 


1130 


BenE 


Benzoate membrane transport protein 


0.29 


3.8 


1 


1239- 
1255 


1130 


BPDJransp 


Binding-protein-dependent transport s 


0.41 


5.0 


1 


1245- 
1276 


1131 


HTH9 


N-terminal HTH domain of 
molybdenum-b 


0.72 


4.3 


1 


61-84 


1131 


Glycos transf 2 


Glycosyl transferase 


2.2e-31 


105.9 


1 


155-341 | 


1131 


Ribosomal_S3_C 


Ribosomal protein S3, C-terminal 
doma 


0.98 


3.4 


1 


357-363 


1131 


Ricin B lectin 


QXW lectin repeat 


0.13 


8.4 


1 


467-496 1 


1131 


Ricin B lectin 


QXW lectin repeat 


0.00073 


16.5 




558-596 


1132 


Enterotoxin HS 


Heat-stable enterotoxin 


0.71 


1.4 


1 


37-43 1 


1132 


VSP 


Giardia variant-specific surface prot 


0.23 


4.3 


1 


96-128 } 


1132 


tsp_l 


Thrombospondin type 1 domain 


0.27 


6.0 


1 


1 A o r»ni II 

148-203 


1133 


pkinase 


Protein kinase domain 


1.3e-48 


171.6 


1 


11-237 


1133 


Pox ser-thr kin 


Poxvirus serine/threonine protein kin 


0.2 


4.5 


1 


133-156 j 


1133 


pkinase 


Protein kinase domain 


0.00017 


16.2 




322-347 j 


1135 


C2 


C2 domain 


2.4e-30 


103.9 


1 


7-88 


1135 


Transposase_24 


Plant transposase (Ptta/En/Spm family 


0.22 


4.9 


1 


42-56 1 


1135 


photoRC 


Photosynthetic reaction centre protei 


0.95 


1.8 


1 


45-67 


1135 


C2 


C2 domain 


8e-32 


108.9 




135-216 | 


1135 


RasGAP 


GTPase-activator protein for Ras-like 


5.4e-39 


124.6 


1 


323-513 


1135 


AraC_binding 


AraC-like ligand binding domain j 0.42 


5.2 


■ 1 


A 1 A A ^ 

414-452 


1135 


PH 


PH domain 


6.8e-ll 


D 1 .L 




JO / u / o 


1135 


BTK 


BTK motif 


1.9e-06 


26.9 




675-711 


1137 


toxin 2 


Scorpion short toxin 


0.089 


6.2 




51-77 


1137 


C tripleX 


Cysteine rich repeat 


9e-05 


15.9 




54-71 


1137 


EGF 


EGF-like domain 


0.00049 


17.3 




60-86 


1137 


laminin EGF 


Laminin EGF-like (Domains III and V) 


0.55 


5.3 




75-88 


1137 


EGF 


EGF-like domain 


0.00015 


19.2 


2 


123-155 


1137 


TIL 


Trypsin Inhibitor like cysteine rich 


0.55 


4.1 


2 


142-163 


1137 


EGF 


EGF-like domain 


0.00018 


18.9 


3 


163-197 
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[1137 


TIL 


Trypsin Inhibitor like cysteine rich 


0.0065 


10.1 


3 


180-203 


1137 


EGF 


EGF-like domain 


0.031 


10.8 


4 


215-232 


Pi 137 


EGF 


EGF-like domain | 


3.7e-07 


28.6 


5 


248-283 


1137 


EB 


EB module 1 


0.73 


4.1 




254-283 


1137 


PRK 


Phosphoribulokinase / Uridine kinase 1 


0.74 


2.8 




407-426 


1137 


MAM 


MAM domain ! 


3.1e-27 


100.7 


1 


452-593 


1137 


Omptin 


Omptin family 


0.99 


2.0 


1 


460-476 


1138 


SurE 


Survival protein SurE 1 


0.68 


2.6 




1 0-23 


1138 


Pox All 


Poxvirus All Protein 


0.17 


3.2 


1 


57-75 ~1 


1138 


zf-C2H2 


Zinc finger, C2H2 type 


0.55 


8.5 


1 


205-228 


1138 


zf-C3HC4 


Zinc finger, C3HC4 type (RING finger) 


0.64 


2.6 


1 


205-210 


1139 


4HBT 


Thioesterase super family 1 


0.038 


8.2 


1 


52-120 


1143 


7tm 1 


7 transmembrane receptor (rhodopsin f 1 


1.4e-28 


84.3 


1 


1-173 1 


1144 


7tm 1 


7 transmembrane receptor (rhodopsin f I 


4.5e-49 


145.7 


1 


40-287 


1146 


SNARE 


SNARE domain 


0.28 


7.0 


1 


195-229 


1147 


IL1 


Interleukin-1 / 18 | 


2.6e-23 


83.4 


1 


51-152 


1148 


filament 


Intermediate filament protein 


3.2e- 
106 


363.0 


1 


1-296 


1148 


K-box 


K-box region I 


0.78 


4.1 




14-31 


1148 


Ribosomal S4 


Ribosomal protein S4/S9 N-terminal do 


0.85 


4.3 


1 


76-97 


|_1148 


IATP 


Mitochondrial ATPase inhibitor, IATP 


0.46 


6.1 


1 . 


125-148 


|Tl48 


ERG2 SigmalR 


ERG2 and Sigmal receptor like protein 


0.36 


3.7 




162-191 


1148 


filament 


Intermediate filament protein 1 


4.8e-31 


113.3 


2 


380-469 


1148 


K-box 


K-box region 


0.11 


7.0 


2 


397-415 


1148 


bZIP 


1/2 51 88.. 28 65 


0.3 


6.3 


2 


435-472 


1148 


Tfb2 


Transcription factor Tfb2 


0.17 


0.5 


1 


466-472 


1149 


PhageJX 


Phage X family 


0.71 


4.2 


1 


16-41 


1149 


20G-FeII Oxy 


20G-Fe(II) oxygenase superfamily 


0.27 


6.0 


1 


229-307 


1150 


MBOAT 


MBOAT family 


2.3e-08 


30.9 


1 


90-249 


1151 


filament 


Intermediate filament protein 


1.2e-38 


138.5 


1 


131-242 


1151 


filament 


Intermediate filament protein 


2.9e-83 


286.8 




244-412 


1151 


HSP70 


Hsp70 protein 


i 0.99 


2.0 




268-294 


1151 


HAMP 


HAMP domain 


1 


4.8 


-j 


301-334 


1151 


DUF164 


Uncharacterized ACR, COG1579 


0.057 


7.3 




310-352 


1151 


bZIP 


bZIP transcription factor 


0.062 


8.7 




316-348 


1151 


Transposase_8 


Transposase 


0.79 


4.5 


1 


317-335 


1151 


MutS V 


MutS domain V 


0.27 


4.5 


1 


354-370 


1151 


OEP 


Outer membrane efflux protein 


0.053 


7.0 


1 


356-393 


1151 


MutS IV 


MutS family domain IVi 


0.9 


4.6 


1 


359-392 


1151 


Hpt 


Hpt domain 


0.49 


5.2 


1 


365-389 


1151 


Retro M 


Retroviral M domain 


0.5 


4.2 




369-377 


1152 


Peptidase M10 
N 


Matrix metalloprotease, N-terminal do 


le-42 


119.7 


1 


12-95 


1152 


PG binding 1 


Putative peptidoglycan binding domain 


0.022 


10.3 


1 


60-90 


1152 


Peptidase M10 


Matrixin 


8.7e-51 


178.9 


. 1 


102-206 


1152 


hemopexin 


Hemopexin 


1.6e-08 


30.8 




Oil 110. 


1152 


hemopexin 


Hemopexin 


4.4e-ll 


39.4 


2 


275-317 


1152 


hemopexin 


Hemopexin 


2.2e-13 


47.1 


3 


" 322-367 


1152 


hemopexin 


Hemopexin 


2e-05 


20.4 


4 


371-411 


1153 


Peptidase M1Q_ 
N 


Matrix metalloprotease, N-terminal do 


le-42 


119.7 


1 


12-95 


1153 


PG binding 1 


Putative peptidoglycan binding domain 


0.022 


10.3 


1 


60-90 


1153 


Peptidase_M10 


Matrixin 


8.7e-51 


178.9 


1 


102-206 


1 1153 


hemopexin 


Hemopexin 


| 1.6e-08 


30.8 


1 


231-273 
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SEQ | Model 
ID 



Description 



1153 I hemopexin 
1153 1 hemopexin 



Hemopexin 
Hemopexin 



1153 I hemopexin 



Hemopexin 



1154 I SUFU 



Suppressor of fused protein (SUFU) 



1155 1 LBP BPI CETP 1 LBP / BP! / CETP family, N-terminal d 

I 1 — - — ~~ — ~ ; 'Z , — i , 1 i 



1155 LBP_BPI_CETP LBP / BPI / CETP family, C-terminal d 
C 



1156 |HMG_box 



HMG (high mobility group) box 



1156 I HEV ORF2 



Hepatitis E virus QRF-2 (Putative cap 



1159 zf-PARP 



Poly(ADP-ribose) polymerase and 
DNA-L 



1159 I DNA_ligase__A_ | DNA ligase N terminus 
' N 



1 159 1 DNA ligase I ATP dependent DNA ligase domain 
1159 mRNA_cap_enzy mRNA capping enzyme, catalytic 
me I domain 



1160 serpin 



Serpin (serine protease inhibitor) 



1166 Peptidase_C14 I Caspase domain 



1167 [ ig 



Immunoglobulin domain 



1167 ig 



Immunoglobulin domain 



1167 ig 



Immunoglobulin domain 



E_value Score 



4.4e-ll 
2.2e-13 



39.4 
47.1 



2e-05 



20.4 



0 



1218. 

3 



L5e-61 210.5 



4.6e-32 115.6 



5.8e-32 115.2 



0.026 



8.5 



3.5e-52 183.5 



5.9e-13 42.4 



8.5e-74 255 .3 
0.00064 1 7.5 



9.5e- 
151 



511.0 



Repeats Position 



2 
3" 



1 



2.4e-06 23.6 



2e-05 



23.2 



0.0012 16.6 



1168 UK 



Virulence determinant 



1168 TIP120 



TBP (TATA-binding protein) -interact! 



1168 HEAT 



HEAT repeat 



1168 HEAT 



1168 I Armadillo_seg 

1169 lectin c ~ 



HEAT repeat 



Armadillo/beta-catenin-like repeat 
Lectin C-type domain 



1171 WD40 



WD domain, G-beta repeat 



1171 WD40 



WD domain, G-beta repeat 



1171 WD40 



WD domain, G-beta repeat 



0.0013 16.4 



0.083 



7.0 



0 



2347. 
3 



0.093 



8.3 



0.022 



10.4 



0.2 



8.0 



7.4e-19 I 72.8 



8.5e-ll 40.4 



2.8e-06 24.7 



9e-09 



33.4 



1 



275-317 
322-367 



371-411 



3-484 



38-217 



242-478 



85-153 



336-356 
93-185 



319-433 



480-636 
594-613 



1-425 



7-40 



42-96 



135-197 



237-297 



14-38 



25-908 



248-286 



343-364 



682-721 



131-231 



223-260 



280-316 



320-357 



1171 
1171 



WD40 
WD40 



WD domain, G-beta repeat 
WD domain, G-beta repeat 



0.0041 
3.1e-14 



13.7 
52.4 



4- 
5 



1171 WD40 



WD domain, G-beta repeat 



4.3e-12 45.0 



1171 WD40 



1171 WD40 



1172 ig 



WD domain, G-beta repeat 
WD domain, G-beta repeat 
Immunoglobulin domain 



l.le-14 54.0 



0.23 



7.6 



8 



2.3e-05 22.9 



1 



1172 ig 



Immunoglobulin domain 



0.0023 15.5 



1172 MB OAT 



MBOAT family 



3.1e-07 I 26.8 



1173 ig 



Immunoglobulin domain 



2.3e-05 22.9 



1173 1 ig 



1173 MBOAT 



1174 MBOAT 



1174 MBOAT 



1175 PTE 



1182 Pox int trans 



1183 I PS Dcarbxylase 



Immunoglobulin domain 
MBOAT family 



0.0023 



15.5 



3.1e-07 26.8 



MBOAT family 



2.3e-08 I 30.9 



MBOAT family 



4.7e-09 33.5 



Phosphodiesterase family 



1.2e- 
139 



474.0 



Poxvirus intermediate transcription fac 



0.092 



5.7 



1183 I PS Dcarbxylase 



1184 TSC22 



1186 I ADP_PFK_GK 



Phosphatidylserine decarboxylase 



0.011 



11.4 



Phosphatidylserine decarboxylase 



8.3e-52 182.3 



TSC-22/dip/bun family 



5e-47 



146.4 



ADP-specific 

Phosphofructokinase/Glucokin 



7e-227 763.9 



362-398 
403-440 
445-491 



496-533 
538-574 



42-99 



139-198 



741-769 



42-99 



139-198 



741-769 



90-249 
308-351 



7-233 



94-122 
165-181 



246-467 



124-183 



68-492 
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SEO 
ID 


IVTodel 


Descrintion 


E_value 


Score 


Repeats 


Position 


1186 


Mannitol dh 


Mannitol dehydrogenase 


0.052 


6.8 


1 


394-413 


1187 


DENN 


DENN (AEX-3) domain 


0.054 


6.0 


1 


16-40 


1188 


DPPIV N term 


Dipeptidyl peptidase IV (DPP IV) N- 
termi 


0.5 


1.1 


1 


310-346 


1188 


DPPIV JSLterm 


Dipeptidyl peptidase IV (DPP IV) N- 
termi 


2.4e-07 


19.7 


2 


513-608 


1188 


DPPIV_N_term 


Dipeptidyl peptidase IV (DPP IV) N- 

A A ^ A i >■ ' 

termi 


5.3e-08 


21.7 


3 


646-680 


1188 


Peptidase S9 


Prolyl oligopeptidase family 


3.9e-ll 


36.8 


1 


692-764 


1188 


Esterase 


Putative esterase 


0.062 


6.6 


1 


738-781 


1189 


DPPIV N term 

i- -P A AAV -L ~ l^VJ. 


Dipeptidyl peptidase IV (DPP IV) N- 
termi 


0.5 


1.1 


1 


310-346 


1189 


DPPIV N term 

J — ■ -L AAV A ~ V WJL AAA 


Dipeptidyl peptidase IV (DPP IV) N- 
termi 


2.4e-07 


19.7 


2 


513-608 


1189 


DPPIV_N_term 


Dipeptidyl peptidase IV (DPP IV) N- 
termi 


5.3e-08 


21.7 


3 


646-680 


1189 


Peptidase S9 


Prolyl oligopeptidase family 


3.9e-ll 


36.8 


1 


692-764 


1189 


Esterase 


Putative esterase 


0.062 


6.6 


1 


738-781 


1190 


DPPIV_NJerm 


Dipeptidyl peptidase IV (DPP IV) N- 

x A A A * 

termi 


0.5 


1.1 


1 


310-346 


1190 


DPPIV_Njerm 


Dipeptidyl peptidase IV (DPP IV) N- 
termi 


5.3e-08 


21.7 


2 


633-667 


1190 


Peptidase_S9 


Prolyl oligopeptidase family 


3.9e-ll 


36.8 


1 


679-751 


1190 


Esterase 


Putative esterase 


0.062 


6.6 


1 


725-768 


1191 


Ribosomal S25 


S25 ribosomal protein 


6.7e-67 


232.4 


1 


2-100 


1191 


DUF387 


Putative transcriptional regulators (Yp 


0.099 


5.8 


1 


65-87 


1193 


ank 


Ankyrin repeat 


6.7e-10 


38.6 


2 


49-81 


1193 


ank 


Ankyrin repeat 


2.7e-08 


32.8 


3 


82-114 


1193 


ank 


Ankyrin repeat 


0.0036 


14.4 


4 


115-147 


1193 


ank 


Ankyrin repeat 


1.5e-ll 


44.5 


5 


148-180 


1193 


ank 


Ankyrin repeat 


1.2e-08 


34.1 


6 


181-213 


1193 


ank 


Ankyrin repeat 


3.3e-08 


32.5 


7 


214-246 


1193 


ank 


Ankyrin repeat 


3.4e-ll 


43.2 


8 


247-279 


1193 


ank 


Ankyrin repeat 


1.3e-08 


33.9 


9 


280-313 


1193 


ank 


Ankyrin repeat 


0.0027 


14.9 


10 


314-346 


1193 


ank 


Ankyrin repeat 


8.5e-08 


31.1 


11 


347-379 


1193 


ank 


Ankyrin repeat 


0.013 


12.4 


12 


380-404 


1193 


ank 


Ankyrin repeat 


S.3e-08 


31.1 


13 


431-463 


1193 


ank 


Ankyrin repeat 


l.le-09 


37.8 


14 


464-496 


1193 


ank 


Ankyrin repeat 


6.9e-07 


27.8 


15 


497-557 


1193 


endonuclease 7 


Recombination endonuclease VII 


0.034 


9.6 


1 


513-537 


1193 


ank 


Ankyrin repeat 


0.0047 


14.0 


16 


558-581 


1193 


ank 


Ankyrin repeat 


1.2e-05 


23.3 


17 


596-625 


1193 


ank 


Ankyrin repeat 


3.8e-10 


39.4 


18 


626-658 


1193 


ank 


Ankyrin repeat 


0.00034 


18.1 


19 


660-692 


1193 


ank 


Ankyrin repeat 


1.5e-09 


37.3 


20 


696-728 


1193 


ank 


Ankyrin repeat 


1.5e-05 


23.0 


21 


729-761 


1193 


ank 


Ankyrin repeat 


9.7e-05 


20.1 


22 


762-784 


1193 


ank 


Ankyrin repeat 


2.3e-07 


29.5 


23 


798-821 


1193 


ank 


Ankyrin repeat 


0.0023 


15.1 


24 


830-853 


1193 


ank 


Ankyrin repeat 


3.6e-10 


3 9.5 


25 


865-897 


1193 


ank 


Ankyrin repeat 


4.3e-06 


24.9 


26 


898-931 


1193 


ank 


Ankyrin repeat 


0.00019 


19.1 


27 


932-964 


1193 


ank 


Ankyrin repeat 


1.6e-07 


30.0 


28 


968- 



WO 2004/080148 



PCT/US2003/030720 



544 
TABLE 4B 



SEQ 1 
ID 


Model 


Description 


E_value 


Score 


Repeats 


"W^ • A " - 1 

Position 












1 1 


1000 


1194 


trypsin 


Trypsin 


1.5e-23 


72.8 




166-342 


1194 


PDZ 


PDZ domain (Also know as DHR or 
GLGF) 


0.0018 


14.0 


1 


372-412 


1195 


7tm_l 


7 transmembrane receptor (rhodopsin 
family) 


2.4e-18 


53.6 


1 


1-137 


1196 


vwc 


von Willebrand factor type C domain 


5.4e-05 


19.0 


1 


66-105 


1196 


vwc 


von Willebrand factor type C domain 


0.16 


6.8 




108-163 


1196 


vwc 


von Willebrand factor type C domain 


2e-07 


27.4 




166-192 


1197 


7tm_l 


7 transmembrane receptor (rhodopsin 
family) 


4.5e-36 


106.7 


1 


46-295 


1198 


MethyltransfD 1 2 


D12 class N6 adenine-specific DNA 
met 


2.1e-36 


127.8 


1 


30-152 


1199 


lipocalin 


Lipocalin / cytosolic fatty-acid binding 
pr 


1.8e-21 


80.6 


1 


32-176 


1200 


tRNA anti 


OB-fold nucleic acid binding domain 


2.7e-15 


56.4 


-i [ 


A A 1 1 O 

44- 1 1 o 


1200 


tRNA-synt 2 


tRNA svnthetases class II (D, K and N) 


2.7e-91 


313.5 


-i 


13D-4/0 


1202 


FAD binding 2 


FAD binding domain 


5.9e-54 


182.8 




5-1UU 


1203 


RasGEFN 


Guanine nucleotide exchange factor for 
Ras-1 


0.00072 


15.7 




39-87 


1203 


RasGEF 


RasGEF domain 


0.39 


5.5 


— 


Oil O/l A 


1203 


RasGEF 


RasGEF domain 


6.8e-18 


69.6 






1204 


KH 


KH domain 


3.8e-17 


61.6 





I /-CO 


1204 


KH 


KH domain 


5.4e-19 


68.0 




1 ai i 


1204 


KH 


KH domain 


5.8e-16 


57.6 




O/CC 111 


1206 


transket_pyr 


Transketolase, pyridine binding domai 


3.3e-75 


258.0 


1 


1 < 1 on 


1206 ! 


transketolase C 


Transketolase, C-terminal domain 


2e-59 


194.9 


1 


2Uo-jj 1 


1207 


Calsequestrin 


Calsequestrin 


6.3e- 
294 


986.6 


1 




1207 


thiored 


Thioredoxin 


0.057 


9.0 


— 




1209 


PH 


PH domain 


0.0057 


11.0 






1210 


ig 


Immunoglobulin domain 


4.9e-07 


29.2 




35-112 


1210 


ig 


Immunoglobulin domain 


2e-06 


26.9 


2 




1213 


| cadherin 


Cadherin domain 


0.00026 


16.8 


i 
1 




1213 


1 cadherin 


Cadherin domain 


1.3e-06 


24.8 


2 


1 AO OIC 

1 14J-ZJD 


1213 


cadherin 


Cadherin domain 


1.3e-22 


80.6 


3 




1213 


1 cadherin 


Cadherin domain 


2.9e-14 


51.4 


4 


361-448 


1213 


! cadherin 


Cadherin domain 


1 .7e-22 


80.2 


5 


j 4DZ-JJO 


1213 


| cadherin 


Cadherin domain 


2.4e-10 


37.8 


6 


] 5y/~oo/ 


1214 


1 calreticulin 


Calreticulin family 


3.6e- 
221 


715.1 


1 


I 01 IK 


1218 


1 Alpha L fucos 


Alpha-L-fucosidase 


0.018 


f"l A 

8.4 


1 


i n i/i 
1 1U-J4 


1221 


1 Osteopontin 


Osteopontin 


1.4e-20 


64.7 


1 


1-30 


1221 


Osteopontin 


Osteopontin 


2e-l 66 


531.5 


2 


j 31-275 


1222 


serpin 


Serpin (serine protease inhibitor) 


2.4e- 


529.6 


1 


78-443 


1223 


„JS 


Immunoglobulin domain 


0.00035 


18.5 


1 


31-101 


1223 


ifi 


2/3 143 210.. 7 52 


1.3e-08 


35.1 


3 


252-303 


1225 


HATPase_c 


Histidine kinase-, DNA gyrase B-, and 


3.8e-15 


54.5 


1 


16-164 


1225 


DNA_gyraseB 


DNA gyrase B 


4.1e-57 


199.9 


1 


210-370 


1225 


DNA_topoisoIV 


DNA gyrase/topoisomerase IV, subunit 


1.3e- 
189 


610.1 


1 


653- 
1120 


1225 


DUF188 


Uncharacterized BCR, Yail/Y qxD 
family 


0.025 


8.2 


1 


1095- 
1121 
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SEO 1 
ID 


Model I 


Description 


E_value 


Score 


Repeats 


Position 


1226 


AMP-binding 


AMP-binding enzyme 


7.3e-84 


288.8 


1 


105-539 


! 1227 


PCI 


PCI domain 


8.7e-10 


36.4 


1 


46-101 


1228 


Clq T 


Clq domain 


6e-45 


159.5 


1 


73-202 


1229 


> 1- 

BTB 1 


BTB/POZ domain 


9.8e-14 


51.0 


1 


9-69 


1229 


BTB 


BTB/POZ domain 


0.68 


4.5 


2 


70-101 


1230 


ank 


Ankyrin repeat 


0.93 


5.8 


1 


7-39 


1230 


ank 1 


Ankyrin repeat 


0.00039 


17.9 


2 


40-85 


1230 


ank 1 


Ankyrin repeat 


2.1e-05 


22.4 


3 


86-147 


1230 


ank 


Ank3^rin repeat 


0.057 


10.1 


4 


148-180 


1230 


ank |_ 


Ankyrin repeat 


3.6e-10 


39.5 


5 


181-213 


1230 


ank 1 


Ankyrin repeat 


7.2e-08 


31.3 


6 


214-246 


1230 


ank 


Ankyrin repeat 


3.7e-06 


25.1 


7 


247-279 


1230 


ank I 


Ankyrin repeat 


1.7e-08 


33.6 1 


8 


280-312 


1230 


ank _j_ 


Ankyrin repeat 


4.9e-07 


28.3 


9 


313-346 


1230 


ank ! 


Ankyrin repeat 


0.00014 


19.6 


10 


347-379 


1230 


ank i 


Ankyrin repeat 


1.8e-07 


29.9 


11 


380-412 


1230 


ank 1 


Ankyrin repeat 


0.038 


10.8 


12 


413-437 


1230 


ank 1 


Ankyrin repeat 


2.5e-08 


32.9 


13 


464-496 


1230 


ank 1 


Ankyrin repeat 


7.6e-08 


31.2 


14 


497-529 

ja* J" ^\ 


1230 


ank | 


Ankyrin repeat 


2.2e-07 


29.5 


15 


530-590 


1230 


ank I 


Ankyrin repeat 


0.0048 


14.0 


16 


591-613 

-m j~ jr— is 


1230 


ank i 


Ankyrin repeat 


0.0097 


12.9 


17 


629-658 


1230 


ank 


Ankyrin repeat 


3.3e-06 


25.3 


18 


659-691 


1230 


ank 1 


Ankyrin repeat 


2.3e-05 


22.3 


19 


693-727 


1230 


ank 


Ankyrin repeat 


3.1e-09 


36.2 


20 


729-761 


1230 


ank 


Ankyrin repeat 


0.00054 


17.4 


21 


762-794 


! 1230 ! 


ank 


Ankyrin repeat 


5.7e-06 


24.5 


22 


795-827 


1230 


ank 


Ankyrin repeat 


9.6e-05 


20.1 


23 


832-855 


i 1230 i 


ank 


Ankyrin repeat 


0.0013 


16.0 


24 


864-892 


1230 


ank 


Ankvrin repeat 


1.7e-08 


33.5 


j 25 


899-931 


1 1230 


ank 


Ankyrin repeat 


3.4e-06 


25.3 


26 


932-965 


1230 


ank 


Ankyrin repeat 


0.001 


16.4 


27 


966-998 


1 910 


dlliv 


Ankvrin repeat 

1 J. Jk. X JI Ik J JL JWJUJV JL J— ^ 


2.5e-07 


29.3 


28 

h — 


1006- 
1034 


1911 

i LZ.D 1 


T BP BPT CETP 


LBP / BPI / CETP family, N-terrninal 
do 


1.5e-61 


210.5 




38-217 


1911 


T BP BPI CETP 

j.f 1 JI X-FX X V^J— / X X 

C 


LBP / BPI / CETP family, C-terminal 
do 


7.3e-27 


96.9 


n — 
U — 


242-472 


1 1 919 


1 T BP BPI CETP 


1 LBP / BPI / CETP family, N-terminal 
do 


1.5e-61 


210.5 




38-217 


! 1232 


1 LBP BPI CETP 
C 


LBP / BPI / CETP family, C-terminal 
! do 


1.3e-25 


92.4 


i 


242-472 


1233 


LBP BPI CETP 


LBP / BPI / CETP family, N-terminal 
do 


1.5e-61 


210.5 


i 


38-217 


1233 


LBP BPI CETP 
C 


LBP / BPI / CETP family, C-terminal 
do 


2.6e-33 


120.1 


1 


242-478 


1234 


DUF408 


| Domain of Unknown Function 
TDUF408) 


7.8e- 
114 


388.3 




41-222 


1237 


ig 


Immunoglobulin domain 


5.3e-05 


21.6 




28-86 


1237 


.Js 


Immunoglobulin domain 


2e-08 


34.4 




127-184 


1237 


ig 


Immunoglobulin domain 


6.2e-13 


51.3 




219-277 


1237 


fn3 


Fibronectin type III domain 


6.3e-20 


71.0 




299-385 


1237 


fn3 


Fibronectin type III domain 


8e-10 


35.9 


2 


396-481 


1 1238 


Nuf2 


! Nuf2 family 


3.3e- 


356.3 




1-148 
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ID 
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E_value 


Score 


Repeats 1 


Position 

— ■ 








104 








1238 


HR1 


Hrl repeat 


0.099 


7.1 


1 1 


187-214 


1240 


Sema 


Sema domain 


7.6e- 
178 


601.0 


1 1 


59-477 


1240 


squash 


Squash family serine protease inhibitor 


0.033 


5.8 


1 1 


512-534 


1240 


PSI 


Plexin repeat 


0.00097 


13.3 


1 1 


514-543 


1240 


UreE_C 


UreE urease accessory protein, C- 
terminal do 


0.09 


7.9 

i 


1 1 


809-830 


1243 


rrm 


RNA recognition motif. (a.k.a. RRM, 
RED, or 


0.0012 


15.1 


1 


29-93 


1247 


Peptidase _M50 


Peptidase family M50 


0.0024 


12.4 


1 


9-875 


1247 


C tripleX 


Cysteine rich repeat 


0.00046 


13.8 


1 


103-120 


1247 


EGF 


EGF-like domain 


0.089 


9.2 




105-135 


1247 


EGF 


EGF-like domain 


0.0047 


13.8 


2 


148-178 


1247 


laminin EGF 


Laminin EGF-like (Domains III and V) 


0.0006 


15.5 


1 


I 52-195 


1247 


EB 


EB module 


0.21 


5.7 


2 


188-217 


1247 


EGF 


EGF-like domain 


3.2e-06 


25.2 


3 


191-221 


1247 


laminin EGF 


Laminin EGF-like (Domains III and V) 


0.17 


7.0 


2 


199-238 


1247 


EGF 


EGF-like domain 


8.6e-06 


23.6 


M ll 

4 1 


234-264 


1247 


DSL 


Delta serrate ligand 


0.024 


8.9 


4 1 


250-264 


1247 


EGF 


EGF-like domain 


5.5e-06 


24.3 


5 


i~\'-~l r ~! OAT 

277-307 


1247 


laminin EGF 


Laminin EGF-like (Domains III and V) 


1 .2e-05 


21.3 


A 

4 


281-317 


1247 


EGF 


EGF-like domain 


0.00028 


18.2 


6 ! 


Ton o CA 

32U-35U 


1247 


laminin_EGF 


Laminin EGF-like (Domains III and V) 


0.018 


10.3 


5 


O /I O C 1 

324-351 


1247 


DSL 


Delta serrate ligand 


0.15 


6.3 


6 


353-364 


1247 


EGF 


EGF-like domain 


0.053 


10.0 


1 


364-396 


1247 


laminin EGF 


Laminin EGF-like (Domains III and V) 


0.00011 


18.0 


6 


368-406 


1247 


DSL 


Delta serrate ligand 


0.034 


8.4 


7 


383-396 


1247 


DSL 


Delta serrate ligand 


0.76 


4.0 


j— » 

8 


397-409 


1247 


laminin EGF 


Laminin EGF-like (Domains III and V) 


0.68 


4.9 


mm 

7 


,111 xr/ 

413-456 


1247 


EGF 


EGF-like domain 


4.8e-05 


20.9 


9 


/( 1 r /ion 

415-439 


1247 


DSL 


Delta serrate ligand 


0.46 


4.7 


9 


■lop /in 

425-439 


1247 


EGF 


EGF-like domain 


1.2e-05 


23.1 


10 


452-482 


1247 


laminin EGF 


Laminin EGF-like (Domains III and V) 


0.19 


6.9 


8 


i A £LC\ A C\C\ 

] 460-499 


1247 


DSL 


Delta serrate ligand 


0.21 


5.8 


10 


i A /ICS A Ol 

j 469-4o2 


1247 


EB 


EB module 


0.89 


3.8 


4 


/inn cor 
| 492-D ZD 


1247 


EGF 


EGF-like domain 


2.3e-05 


22.1 


ll 


li /IOC CO c 

495-525 


1247 


laminin EGF 


Laminin EGF-like (Domains III and V) 


0.011 


11.1 


9 


1 c no c A o 

1 502-542 


1247 


DSL 


Delta serrate ligand 


0.023 


9.0 


11 


1 C 1 o c o c 

| 512-525 


1247 


EGF 


EGF-like domain 


0.03 


10.8 


12 


1 COO C /CO 

538-568 


1247 


laminin EGF 


Laminin EGF-like (Domains III and V) 


0.0055 


12.1 


10 


1 E A £ COT 

546-587 


1247 


DSL 


Delta serrate ligand 


0.0012 


13.1 


12 


1 CO C /T O 

| 553-568 


1247 


EGF 


EGF-like domain 


0.0001 


19.8 


13 


C O 1 /*1 1 

581-611 


1247 


EB 


EB module 


0.025 


8.5 


5 


COT /T1 1 

587-61 1 


1247 


laminin EGF 


Laminin EGF-like (Domains III and V) 


0.065 


8.4 


11 


589-631 


1247 


DSL 


Delta serrate ligand 


r\ c 

0.5 


A C 

4.6 


1 A 

14 


j O 1Z-OZ4 


1247 


EGF 


EGF-like domain 


0.48 


6.5 


14 


614-624 


1247 


EGF 


EGF-like domain 


0.041 


10.4 


15 


631-669 


1247 


laminin EGF 


Laminin EGF-like (Domains III and V) 


0.00028 


16.6 


12 


634-658 


1247 


EGF 


EGF-like domain 


0.00023 


18.5 


16 


675-699 


1247 


DSL 


15/20 647 656.. 58 67 


0.15 


6.3 


16 


689-699 


1247 


EGF 


EGF-like domain 


7.7e-05 


20.2 


17 


712-742 


1247 


laminin EGF 


Laminin EGF-like (Domains III and V) 


0.56 


5.2 


13 


716-752 


1247 


DSL 


15/20 647 656.. 58 67 


0.083 


7.1 


17 


| 729-742 
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IVIodel 
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Repeats 


Position 


1247 


EGF 


EGF-like domain 


0.57 


6.2 


18 


745-755 


1247 


laminin EGF 


Laminin EGF-like (Domains III and V) 


3.4e-05 


19.8 


14 


759-802 


1247 




EB module 


0.079 


7.0 


6 


760-785 


1247 


EGF 


EGF-like domain 


0.0048 


13.7 


19 


761-785 


1247 


DSL 


15/20 647 656.. 58 67 


0.16 


6.2 


19 


772-785 


1247 


EGF 


EGF-like domain 


0.0057 


13.5 


20 


798-828 


1247 


laminin EGF 


Laminin EGF-like (Domains III and V) 


0.0035 


12.8 


15 


805-830 


1247 


DSL 


15/20 647 656.. 58 67 


0.44 


4,8 


20 


809-828 




TRR 


IBR domain 


l.le-05 


19.4 


1 


74-104 


194Q 




Zinc finger, C3HC4 type (RING finger) 


0.029 


6.4 


1 


114-134 


1 74,0 


TRR 

1DIV 


IBR domain 


0.029 


8.4 


2 


132-164 




MP 


NC domain 


2.2e-47 


167.3 


1 


172-253 


1 9S1 


An tfnns! 


Transmembrane amino acid transporter 
protein 


1.9e-77 


267.5 


1 


52-365 


1252 


Aa_trans 


Transmembrane amino acid transporter 
protein 


2.5e-76 


263.7 


1 


45-354 


1252 


Aajrans 


Transmembrane amino acid transporter 
protein 


2.7e-06 


22.9 


2 


355-419 


1254 


FGF 


Fibroblast growth factor 


2.2e-40 


137.9 


1 


42-166 


1255 


LRR 


Leucine Rich Repeat 


0.033 


10.2 


1 


49-70 


1255 


LRR 


Leucine Rich Repeat 


0.21 


7.5 


2 


71-92 




T RR 


Leucine Rich Reneat 


0.57 


6.0 


3 


94-115 


1 


T RR 

JL/XVXV 


Leucine Rich Repeat 


0.46 


6.3 


4 


116-140 


19S6 


RPF65 

J.VJL JjUJ 


Retinal pigment epithelial membrane 
protein 


8.9e-59 


199.4 


1 


60-416 


1256 


RPE65 


Retinal pigment epithelial membrane 
protein 


4.3e-27 


91.2 


2 


462-579 


1257 


RPE65 


Retinal pigment epithelial membrane 
protein 


8.9e-59 


199.4 


1 


42-398 


1257 


RPE65 


Retinal pigment epithelial membrane 

A O A 

protein 


4.3e-27 


91.2 


2 


444-561 


1258 


is 


Immunoglobulin domain 


0.001 


16.8 


1 


39-97 


1258 


ig 


Immunoglobulin domain 

° 


1.2e-ll 


46.5 


2 


128-189 


1260 


DUF948 


Bacterial protein of unknown function 
(DU 


0.058 


8.0 


1 


249-269 


1261 


serpin 


Serpin (serine protease inhibitor) 


3.2e-08 


27.5 


1 


31-82 


1261 


serpin 


Serpin (serine protease inhibitor) 


1 .2e-60 


206.3 


2 


212-423 


1262 


PMP22 Claudin 


PMP-22/EMP/MP20/Claudin family 


3.7e-16 


56.5 


1 


1-47 


1263 


arf 


ADP-ribosylation factor family 


5.1e-13 


43.2 


1 


10-132 


1264 


PAP2 


PAP2 superfamily 


4.5e-15 


54.4 


1 


106-241 


1265 


SRCR 


Scavenger receptor cysteine-rich doma 


2e-20 


73.6 


1 


37-128 


1265 


SRCR 


Scavenger receptor cysteine-rich doma 


6e-28 


100.2 


2 


136-227 


1265 


SRCR 


Scavenger receptor cysteine-rich doma 


6.6e-33 


117.8 


3 


232-329 


1265 


Arthro defensin 


i Arthropod defensin 


0.0097 


7.3 


1 


340-364 


1265 


SRCR 


Scavenger receptor cysteine-rich doma 


3.1e-15 


55.3 


4 


360-459 


1265 


SRCR 


Scavenger receptor cysteine-rich doma 


7.6e-33 


117.6 


5 


477-574 


1266 


SRCR 


Scavenger receptor cysteine-rich doma 


2e-20 


73.6 


1 


37-128 


1266 


SRCR 


Scavenger receptor cysteine-rich doma 


6e-28 


100.2 


2 


136-227 


1266 


SRCR 


Scavenger receptor cysteine-rich doma 


6.6e-33 


117.8 


3 


232-329 


1266 


Arthro defensin 


Arthropod defensin 


0.0097 


7.3 


1 


340-364 


1266 


SRCR 


Scavenger receptor cysteine-rich doma 


3.1e-15 


55.3 


4 


360-459 


1266 


SRCR 


Scavenger receptor cysteine-rich doma 


7.6e-33 


117.6 


5 


477-574 


1270 


Armadillo_seg 


Armadillo/beta-catenin-like repeat 


2.7e-05 


21.8 


1 


53-93 


1270 


Armadillo seg 


2/5 546 586.. 1 41 


0.11 


9.0 


5 


691-716 
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in 


TVTnrlpl 

ITlUUvl 


Descrintion 


Evalue 


Score 


Repeats j 


Position 


1 97^ 
iz, /j 


Pneutno att G 


Pneumovirinae attachment membrane 
glycop 


0.098 


4.7 


1 


57-70 


1273 


nkinase 


Protein kinase domain 


3e-77 


266.8 


1 


103-387 


1975 


Peo M12B prop 
ep 


Reprolysin family propeptide 


3.2e-37 


116.5 


1 


97-215 


1275 


Keprolysin ' 


Reprolysin (M12B) family zinc metallo 


l.le-88 


304.8 


1 


227-426 


1275 


Peptidase M46 


Preenancy-associated plasma protein-A 


0.056 


5.5 


1 


362-372 


1275 


disinteerin 


Disinteerin 


1.7e-39 


134.2 


1 


443-518 


1275 


EGF 


EGF-like domain 


0.0023 


14.8 


1 


670-697 


1276 


FeoA 


FeoA family 


0.088 


8.4 


1 


132-239 


1277 

X m / / 


ank 


Ankyrin repeat 


2.3e-05 


22.3 


1 


301-339 


1277 


ank 


Ankyrin repeat 


9.5e-ll 


41.6 




340-373 


1277 


Dehydratase LU 


Dehydratase large subunit 


0.015 


7.6 


1 


369-403 


1278 


Peptidase Ml 


Peptidase family Ml 


7.1e- 
137 


383.8 


1 


98-506 


1284 


Aa trans 


Transmembrane amino acid transporter 


2.4e-30 


110.9 


1 


4-397 


1285 


ARPF 


Aromatic-Rich Protein Family 


4.3e-09 


31.3 


1 


74-190 


1288 


LRR 


Leucine Rich Repeat 


0.41 


6.5 


1 


66-89 


1288 


LRR 


Leucine Rich Repeat 


0.0017 


14.6 


2 


90-113 


1288 


LRR 


Leucine Rich Repeat 


0.76 


5.6 


3 


114-137 


1288 


LRR 


Leucine Rich Repeat 


0.0013 


14.9 


_4 


138-161 


1288 


LRR 


Leucine Rich Repeat 


0.0043 


13.1 


"1 


163-186 


1288 


LRR 


Leucine Rich Repeat 


0.0088 


12.1 


6 


187-210 


1288 


LRR 


Leucine Rich Repeat 


0.063 


9.2 


7 


211-231 


1288 


LRRCT 


Leucine rich repeat C-terminal domain 


2.6e-10 


32.7 


1 


252-297 


1288 


is 


Immunoglobulin domain 


5.8e-09 


36.4 


1 


314-372 


1289 


Huntingtin 


2 — ■ 

Huntingtin 


0.077 


5.4 


1 


768-790 


1290 


LRRNT 


Leucine rich repeat N-terminal domain 


0.0011 


14.5 


1 


32-59 


1290 


LRR 


Leucine Rich Repeat 


0.0059 


12.7 


1 


61-84 


1290 


LRR 


Leucine Rich Repeat 


0.00021 


17.6 


2 


85-108 


1290 


LRR 


Leucine Rich Repeat 


0.012 


11.6 


3 


i 110-132 


1290 


LRRCT 


Leucine rich repeat C-terminal domain 


0.00014 


15.2 


1 


131-144 


1291 


PH 


PH domain 


0.053 


7.8 


1 


7-98 


1291 


DAGKc 


Diacylglycerol kinase catalytic domain 
(pres 


0.00081 


14.7 


1 


90-177 


1292 


ie 


Immunoglobulin domain 


0.069 


9.9 


1 


48-120 


\292 


ie 


Immunoglobulin domain 


8.1e-09 


35.9 


2 


161-219 


1293 


ie 


Immunoglobulin domain 


0.069 


9.9 


1 


48-120 


1293 


x & 

ie 


Immunoglobulin domain 


8.1e-09 


35.9 


2 


161-219 


1295 


Clq 


Clq domain 


5.3e-49 


173.0 


1 


72-198 


1296 


7tm__l 


7 transmembrane receptor (rhodopsin 
famil 


1.3e-08 


24.4 


1 


49-108 


1296 

X J—i *S \J 


7tm 1 


7 transmembrane receptor (rhodopsin 
famil 


4.6e-31 


91.7 


2 


109-332 


Y191 

X £^ *r $ 


MED7 


MED7 protein 


0.0099 


9.5 


1 


202-242 


1297 


CH 


Calponin homology (CH) domain 


2.7e-31 


114.2 1 1 


215-316 


1297 


CH 


Calponin homology (CH) domain 


3.7e-26 


97.1 


2 


331-433 


1297 


UVR 


UvrB/uvrC motif 


0.0066 


12.8 


1 


652-664 


1297 


spectrin 


Spectrin repeat 


0.007 


11.5 


1 


793-852 


1297 


ACCA 


Acetyl co-enzyme A carboxylase 
carboxy 


0.017 


10.3 


1 


832-873 


1297 


spectrin 


Spectrin repeat 


4.9e-05 


18.9 


2 


922-973 


1297 


PolC DP2 


DNA polymerase II large subunit DP2 


0.013 


2.0 


1 


928-939 


1297 


DUF622 


Protein of unknown function, DUF622 


0.043 


9.8 


1 


1 1313- 
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Score 


Repeats 


Position 














10/11 

1341 


1297 


Myc-LZ 


Myc leucine zipper domain ! 


0.13 


7.7 


2 


1313- 

1 1 1 o 

1338 


1297 


spectrin 


Spectrin repeat 


0.38 


5.5 


3 


1486- 

1 £ 1 1 

15 12 


1297 


bZIP 


7/3 644 674.. 35 65 


0.058 r 


"8^8 


1 


1698- 
1722 


1297 


Prefoldin 


Prefoldin subunit 


0.56 


5.2 


3 


1709- 

1730 


1297 


M 


M protein repeat 


0.44 


8.1 


2 


1939- 
1959 


1297 


ldh_C 


lactate/malate dehydrogenase, alpha/be 


0.35 


5.2 


2 


2093- 
2118 


1297 


FTCD_C 


Formiminotransferase-cyclodeaminase 


0.029 


9.2 


1 


2108- 
2146 


1297 


Laminin_II 


Laminin Domain II 


0.032 


9.5 


1 


2152- 
2219 


1297 


Tropomyosin 


Tropomyosin 


0.019 


8.9 


1 


2210- 
2251 


1297 


Pox_A_type_inc 


2/7 1057 1069.. 1 13 


0.47 


6.6 


6 


2364- 

OT70 

23 /y 


1297 


Tropomyosin 


Tropomyosin 


0.72 


3.2 


2 


2396- 
242D 


1297 


Pox_A_type_jnc 


2/7 1057 1069.. 1 13 


0.57 


6.3 


7 


2399- 
2421 


1297 


Plectin 


Plectin repeat 


le-19 


74.9 


2 


2734- 

2 / /o 


1297 


Plectin 


Plectin repeat 


8.3e-16 


60.6 


3 


2808- 

2o->2 


1297 


CBM_14 


Chitin binding Peritrophin- A domain 


0.0038 


11.3 


1 


2867- 

2oo4 


1297 


Plectin 


Plectin repeat 


2e-05 


22.8 


4 


2907- 

2y3y 


1297 


Plectin 


Plectin repeat 


0.018 


12.0 


6 


3012- 

3U42 


1297 


Plectin 


Plectin repeat 


2.1e-20 


77.4 


7 


3043- 

3Uo / 


1297 


ECH 


Enoyl-CoA hydratase/isomerase family 


0.00096 


14.0 


l 


3LDy- 


1297 


Plectin 


Plectin repeat 


0.083 


9.6 


O 
Q 


jUoo- 
O 1 1 o 


1297 


Plectin 


Plectin repeat 


1.3e-16 


/TO c 

63.5 


y 


j 1 1 

3163 


1297 


Plectin 


Plectin repeat 


f\ A A 

0.44 


6.9 


1 f\ 
1U 




1298 


MED7 


MED7 protein 


r\ r\f\c\C\ 

0.0099 


y.o 


1 
1 


909-949 


1298 


/"-IT T 

CH 


i^aiponin noiiiuiugy ^v^n^ uuinam 


2.3e-29 


107.8 


1 


215-328 


1298 


CH 


Calponin homology (CH) domain 


3.7e-26 


97.1 


2 


343-445 


1298 


UVR 


UvrB/uvrC motif 


0.0066 


12.8 


1 


664-676 


1298 


spectrin 


Spectrin repeat 


0.007 


11.5 


1 


805-864 


1298 


ACCA 


Acetyl co-enzyme A carboxylase 
carboxy 


0.017 


10.3 


1 


844-885 


1298 


spectrin 


Spectrin repeat 


4.9e-05 


18.9 


2 


934-985 


1298 


PolC DP2 


DNA polymerase II large subunit DP2 


0.013 


2.0 


1 


940-95 1 


1298 


DUF622 


Protein of unknown function, DUF622 


0.043 


9.8 


1 


1325- 
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ID 



1298 Myc-LZ 



1298 spectrin 



1298 bZIP 



1298 Prefoldin 



1298 M 



1298 ldh C 



1298 FTCD C 



Description 



Myc leucine zipper domain 



Spectrin repeat 



1/3 656 686.. 35 65 



Prefoldin subunit 



M protein repeat 



lactate/malate dehydrogenase, alpha/be 



Formiminotransferase-cyclodeaminase 



1298 Laminin II 



Laminin Domain II 



1298 Tropomyosin 



Tropomyosin 



E value Score 



Repeats Position 



0.13 



7.7 



0.38 



5.5 



0.058 



8.8 



0.56 



5.2 



0.44 



8.1 



0.35 



5.2 



0.029 



9.2 



0.032 



9.5 



0.019 



8.9 



1 



1298 Pox_A_type_inc ! 2/7 1069 1081 .. 1 13 



1298 I Tropomyosin Tropomyosin 



1298 Pox_AjypeJnc I 2/7 1069 1081 .. 1 13 



1298 Plectin 



Plectin repeat 



1298 Plectin 



Plectin repeat 



1298 CBM 14 



Chitin binding Peritrophin- A domain 



1298 Plectin 



Plectin repeat 



1298 Plectin 



Plectin repeat 



1298 Plectin 



Plectin repeat 



1298 ECH 



Enoyl-CoA hydratase/isomerase family 



0.47 



6.6 



0.72 



3.2 



0.57 



6.3 



7 



le-19 



74.9 



8.3e-16 i 60.6 



0.0038 | 11.3 1 



2e-05 



22.8 



0.018 



12.0 



2.1e-20 77.4 



0.00096 14.0 1 



1298 Plectin 



Plectin repeat 



1298 Plectin 



1298 Plectin 



Plectin repeat 
Plectin repeat 



1304 DUF544 

1305 DUF544 



Protein of unknown function (DUF544) 



Protein of unknown function (DUF544) 



0.083 



1.3e-16 



0.44 



9.6 



8 



63.5 



6.9 



10 



5.8e-80 



1306 ig 



Immunoglobulin domain 



1306 1 ig 



Immunoglobulin domain 



1306 MAM 



MAM domain 



1308 APH 



Phosphotransferase enzyme family 



1308 | Acyl-CoA_dh_M j Acyl-CoA dehydrogenase, middle 

domain 



1308 Acyl-CoA„dh 



Acyl-CoA dehydrogenase, C-terminal 
dorna 



5.8e-80 
2.2e-08 



2.5e-06 



6.9e-72 



2.9e-42 



0.00024 



6.7e-50 



275.8 I 1 



275.8 



34.3 



1 



26.5 



249.0 1 



150.6 



17.0 



175.9 1 



1353 



1325- 
1350 



1498- 
1524 



1710- 
1734 



1721- 
1748 



1951- 
1971 



2105- 
2130 



2120- 
2158 



2164- 
2231 



2222- 
2263 



2376- 
2391 



2408- 
2437 



2411- 
2433 



2746- 
2790 



2820- 
2864 



2879- 
2896 



2919- 
2951 



3024- 
3054 



3055- 
3099 



3071- 
3092 



3100- 
3130 



3131- 
3175 



3181- 
3213 



157-282 



272-397 



26-93 



132-191 
422-595 



40-256 



505-585 



618-769 
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ID 
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Score 


Repeats 


Position 


1309 


APH 


Phosphotransferase enzyme family 


7.7e-32 


116.0 


1 


80-238 


1309 


Acyl-CoA dh M 


Acyl-CoA dehydrogenase, middle 1 
domain 1 


0.00024 


17.0 


1 1 


487-567 


1309 


Acyl-CoA_dh 


Acyl-CoA dehydrogenase, C-terrnmal 
doma 


6.7e-50 


175.9 


1 


600-751 


1310 


Cation efflux 


Cation efflux family i 


3e-09 


34.4 




69-145 


1311 


CaMBD 


Calmodulin binding domain j 


0.074 


7.8 


1 1 


716-732 


1311 


IO 


IQ calmodulin-binding motif 1 


1.3e-05 


22.1 




738-758 


1312 


SAM 


SAM domain (Sterile alpha motif) 


0.00073 


15.4 


T 


304-369 


1312 


SAM 


SAM domain (Sterile alpha motif) 


2.2e-10 


38.2 




382-446 


1312 


SAM 


SAM domain (Sterile alpha motif) 


0.06 


8.7 




470-499 


1313 


zf-C3HC4 


Zinc finger, C3HC4 type (RING finger) 1 


7.1e-25 


70.3 


i 


80-126 


i 1313 


Herpes UL49 5 


Herpesvirus UL49.5 i 

XT 

envelope/tegument pr 


0.082 


7.4 


i 


147-170 


1314 


DUF692 


Protein of unknown function (DUF692) j 


0.088 


6.2 


i 1 


1703- 
1722 


1314 


HECT 


HECT-domain (ubiquitin-transferase) 


1.9e- 
196 


662.8 


1 1 


2002- 
2309 


1314 


V-ATPase_C 


V-ATPase subunit C 1 


0.032 


7.2 


1 1 


2185- 
2213 


1315 


PAP2 


PAP2 superfamily 


1.5e-25 


91.6 


1 


66-218 


1316 


PAP2 


PAP2 superfamily 


5.1e-30 


107.5 


1 


98-236 


1317 


ig 


Immunoglobulin domain I 


8.1e-09 


35.9 


1 1 


41-116 


1321 


LRRNT 


Leucine rich repeat N-terminal domain 


1.3e-06 


24.2 


1 


115-143 


1321 


LRR 


Leucine Rich Repeat 


0.098 


8.6 


1 


145-168 


1321 


LRR 


Leucine Rich Repeat 


8.2e-06 


22.3 


2 


l 69-194 


1321 


FNIP 


FNIP Repeat 


0.36 


6.7 


1 


195-225 


1321 


LRR 


Leucine Rich Repeat 


0.63 


5.9 


_3 


195-207 


1321 


LRR 


Leucine Rich Repeat 


0.0026 


13.9 


4 


240-265 


1321 


LRR 


Leucine Rich Repeat 


0.018 


11.1 


5 


266-285 


1321 


LRR 


Leucine Rich Repeat 


0.00014 


18.1 


6 


| 287-310 

[ *\ i -i *S *"\ f 


1321 


LRR 


Leucine Rich Repeat 


j 0.00013 


18.3 


7 


311-336 


1321 


LRR 


Leucine Rich Repeat 


0.00015 


18.1 


8 


1 337-356 

1 1 £* c\ o n *1 


1321 


LRR 


Leucine Rich Repeat 


0.22 


7.4 


9 


358-381 

1 ^ C\ A f\ ^7 1 


1321 


LRR 


Leucine Rich Repeat 


0.002 


14.3 


10 


j 382-407 


1321 


LRR 


Leucine Rich Repeat 


0.022 


10.7 


11 


i 408-427 


1321 


LRR 


Leucine Rich Repeat 


0.00025 


17.3 


12 


453-478 


1321 


LRR 


Leucine Rich Repeat 


0.00049 


16.4 


13 


\ 479-498 


1321 


LRR 


Leucine Rich Repeat 


0.13 


8.1 


15 


524-549 

1 C C f\ C ff\ 


1321 


LRR 


Leucine Rich Repeat 


0.00025 


17.3 


16 


\ 550-569 


1321 


LRR 


Leucine Rich Repeat 


5.2e-05 


19.6 


17 


I 571-594 

1 Cf\C /*~ /~\ 


1321 


LRR 


Leucine Rich Repeat 


0.37 


6.6 


18 


595-620 

1 rn 1 1 *"7 


1322 


ig 


Immunoglobulin domain 


0.26 


7.8 


1 


| 50-117 


1322 


1 ig 


Immunoglobulin domain 


0.00049 


18.0 


2 


157-215 


1322 


1 iR 


Immunoglobulin domain 


2.8e-09 


37.6 


3 


1 267-321 


1323 


ig 


-w "111* J - - * 

Immunoglobulin domain 




7 Q 


i 
i 


50-117 

w \J XXI 


1323 


I iR 


Immunoglobulin domain 


0.00049 


18.0 


2 


157-215 


1323 


ig 


Immunoglobulin domain 


0.00077 


17.2 


3 


267-303 


1324 


1 tsp 1 


Thrombospondin type 1 domain 


2.9e-07 


25.9 


1 


37-81 


1325 


! Guanylin 


Guanylin precursor 


0.00035 


9.9 


1 


1-24 


1325 


j Apo-CII 


Apolipoprotein C-II 


9.1e-43 


152.3 


1 


23-99 


1326 


! Guanylin 


Guanylin precursor 


0.00035 


9.9 


1 


1-24 


1326 


I Apo-CII 


Apolipoprotein C-II 


9.1e-43 


152.3 


1 


23-99 


| 1328 


j SRCR 


Scavenger receptor cysteine-rich 


6.5e-37 


131.9 


1 


14-111 
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Repeats 
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domain 










1328 


SRCR 


Scavenger receptor cysteine-rich 
domain 


1.2e-34 


123.9 


2 


too IOC 


1328 


SRCR 


Scavenger receptor cysteine-rich 
domain 


4.7e-37 


132.4 | 


3 


OAA TQ7 

3UU-3y / 


1328 


SRCR 


Scavenger receptor cysteine-rich 
domain 


1.5e-35 


127.1 


4 




1328 


DUF159 


Uncharacterised ACR, COG2135 


0.092 


3.7 


1 


565-587 


1328 


SRCR 


Scavenger receptor cysteine-rich 
domain 


1.8e-27 


98.6 | 


5 


AOS 

o3o- / zy 


1329 


is 


Immunoglobulin domain 


0.81 


^ A 1 
J • y | 


1 




1329 


is 


Immunoglobulin domain j 


0.051 


1 0.4 


2 


1 11 1 


1331 


efhand 


EF hand I 


0.025 


12.1 


1 


1 1 A(\ 

1Z-4U 


1331 


efhand 


EF hand [ 


0.97 


6.2 


2 


Dy-/o 


1331 


efhand 


EF hand 


0.041 


1 1 .2 i 


3 


110. 
OD-Jl 13 


1333 


wnt 


wnt family j 


6.9e- 
240 


694.6 


1 


/in o^C 


1335 


7tm_l 


7 transmembrane receptor (rhodopsin 
family) [ 


8.8e-18 


51.9 


1 


Q- /J 


1336 


SAP 


SAP domain ! 


3.oe~U / 


OQ 1 

zy. i i 


i 
i 


1 1-45 


1336 


zf-MIZ 


MIZ zinc finger 


A 1a /II 

4.1e-4i 


lOA 1 

1ZU.1 | 


i 
i 




1337 | 


FA desaturase 


Fatty acid desaturase I 


1 Oa H£L 

l.Ze-/o 


Z04. / | 


i 

l 




1338 


cystatin 


Cystatm domain I 


U.U/4 


O.D 


i 
i 


^^^^ 


1340 


actin 


Actin 


c /I „ tin 

d .4e-o / 


11 1 A 
ZZl.^ 


i 
i 


4-^6? 

*T— J VJxi 


1340 


El N 


El Protein, N terminal domain 


A AO 

O.Uo 


O.D 


1 


14Q-158 


1341 


ion trans 


Ion transport protein 


U.UU / 


1 f\ Q 

iu.y 


i 
i 


1 14-168 


1341 


ion trans 


Ion transport protein 


5e-ur> 


lo.O 


i 


91 1 -^02 

ill "jui 


1343 


is 


Immunoglobulin domain 


£. 1 A A/C 

o.le-Uo 


IK 1 
ZD. 1 


1 
1 


194-1 K9 


1343 


is 


1 -i 1 1 ~f 

Immunoglobulin domain 


2.2e-Uo 


ZO.o 


1 

Z 


994-9S1 


1343 


is 


Immunoglobulin domain 


1 £L~ AO 


3Z.Z 


o 

1 3 


^1 6-^79 


1343 


fn3 


Fibronectin type III domain 


2.oe-lo 


Do. 3 


| 1 




1343 


fh3 


Fibronectin type III domain 


o.oe-1 / 


OU.D 


1 


492-578 


1343 


fn3 


Fibronectin type III domain 


1 A A1 O 

1 0.013 


ins 


1 ^ 




1344 


DUF84 


Protein of unknown function DUF84 


0.098 


5.9 


1 


8-22 


1344 


is 


"Til* 1 * 

Immunoglobulin domain 


I "> A^7 

| 3e-07 


OA A 

3U.U 


-i 

, 1 


5^-1 1 0 


1344 




Immunoglobulin domain 


1.8e-07 


OA Q 


1 1 


1 50-91 


1344 


I ig 


Immunoglobulin domain 


I 2.9e-Uo 


OO Q 

33. o 


\ 3 


955-^1 0 


1344 


I is 


Immunoglobulin domain 


4.6e-07 


OA O 

zy.3 


1 A 


^50-41 7 


1344 


I ig 


Immunoglobulin domain 


\ l.le-07 


O 1 A 

3 l.o 


1 ^ 


zl^^-51 f\ 
HjD J io 


1344 


is 


Immunoglobulin domain 


1 8.8e-05 


OA O 

20.o 


1 " 


JJj"0 1 / 


1344 


I MAM 


MAM domain 


6.7e-77 


ZoD.O 


1 


750-Q1 R 


1345 


I kazal 


Kazal-type serine protease inhibitor 
domain 


/./e-06 


1 c o 
ZD.o 


i 1 
1 


191 168 


1345 


is 


Immunoslobulin domain 


1 1 o _ A^C 

I 1 .2e-Uo 


Z /. / 


1 
1 


1 R6-955 


1346 


I RNA helicase 


RNA helicase 


! A AO 1 

0.031 


*7 Q 

/ .y 


i 1 


! 89-1 OQ 


1346 


I A TD A 

I AlF-bma 


r i ancpr\/-pH h\mnthf»tifa1 ATP bindinti or 


0.055 


7.3 


1 


87-100 


1348 


is 


Immunoglobulin domain 


8.5e-07 


28.3 


1 


61-120 


1348 


I is 


Immunoglobulin domain 


0.00026 


19.0 


2 


155-214 


1348 


is 


Immunoglobulin domain 


4.7e-0S 


33.0 


3 


258-315 


1348 


Tig 


Immunoglobulin domain 


2.3e-05 


23.0 


4 


348-404 


1348 


I ig 


Immunoglobulin domain 


4.6e-09 


36.8 


5 


440-497 


1348 


lis 


Immunoglobulin domain 


8.8e-07 


28.3 


6 


530-596 


1348 


fh3 


Fibronectin type III domain 


5.2e-20 


71.3 


1 


615-704 


1 34 8 


I fn3 


Fibronectin type III domain 


1 0.0015 


14.1 


1 2 


717-807 
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Repeats 


Position 


1348 


fh3 


Fibronectin type III domain 


8.9e-14 


49.6 


3 


819-907 


1348 


fh3 


Fibronectin type III domain 


0.00019 


17.2 


4 


919- 
1002 


1350 


serpin 


Serpin (serine protease inhibitor) 


5.1e- 

197 


664.7 


1 


45-378 


1350 


serpin 


Serpin (serine protease inhibitor) 


8e-09 


29.6 


2 


379-402 


1352 


DREV 


DREV methyltransferase 


7.3e- 
233 


680.7 


1 


56-317 


1353 


CARD 


Caspase recruitment domain 


2.6e-33 


119.8 


1 


2-91 


1355 


ank 


Ankyrin repeat 


1.8e-07 


29.9 


2 


64-96 


1355 


ank 


Ankyrin repeat 


L6e-06 


26.4 


3 


97-129 


1355 


ank 


Ankyrin repeat 


3.8e-07 


28.7 


4 


130-162 


1355 


ank 


Ankyrin repeat 


0.00011 


19.9 


5 


163-195 


1355 


ank 


Ankyrin repeat 


0.00012 


19.8 


6 


196-228 


1356 


pkinase 


Protein kinase domain 


3.5e-64 


223.4 


1 


221-479 


1356 


Aldolase 


KDPG and KHG aldolase 


0.038 


7.4 


1 


868-891 


1357 


pkinase 


Protein kinase domain 


2.8e-05 


18.9 


1 


43-72 


1357 


Aldolase 


KDPG and KHG aldolase 


0.038 


7.4 


1 


461-484 


1358 


7tm_l 


7 transmembrane receptor (rhodopsin 
family) 


2.6e-13 


38.4 


1 


1-59 


1359 


tRNA-synt_l 


tRNA synthetases class I (I, L, M and 
V) 


0.00037 


12.8 


1 


53-115 


1359 


tRNA-synt le 


tRNA synthetases class I (C) 


0.0002 


14.0 


1 


345-375 


1359 


tRNA-synt__l 


tRNA synthetases class I (I, L, M and 
V) 


2.4e-07 


23.7 


2 


345-383 


1360 


MHC II beta 


Class II histocompatibility antigen, beta 


1.4e-43 


149.3 


1 


42-117 


1363 


ig 


Immunoglobulin domain 


0.86 


5.8 


1 


12-69 


1363 


ig 


Immunoglobulin domain 


0.17 


8.4 


2 


139-200 


1363 


ig 


Immunoglobulin domain 


0.00066 


17.5 ' 


3 


236-294 


1363 


ig 


Immunoglobulin domain 


7.9e-06 


24.7 


4 


344-398 


1364 


fn3 


Fibronectin type III domain 


0.0032 


12.9 


1 


35-125 


1365 


IL1 


Interleukin-1 / 18 


5.4e-31 


110.6 


1 


11-155 


1366 


A2M_N 


Alpha-2-macroglobulin family N- 
terminal regi 


1.5e-92 


317.7 


1 


6-613 


1366 


A2M 


Alpha-2-macroglobulin family 


3.6e- 
211 


711.7 


1 


722- 
1449 


1367 


ABC membrane 


ABC transporter transmembrane region 


1.7e-07 


28.5 


1 


1-70 


1368 


UPAR LY6 


u-PAR/Ly-6 domain 


2.6e-37 


134.1 


1 


27-106 


1967 


DUF99 


Protein of unknown function DUF99 


0.06 


5.8 


1 


3-26 


1967 


hormone 


Somatotropin hormone family 


1.6e-55 


156.0 


1 


29-141 


1968 


DUF99 


Protein of unknown function DUF99 


0.06 


5.8 


1 


3-26 


1968 


hormone 


Somatotropin hormone family 


1.6e-55 


156.0 


1 


29-141 


1969 


DUF99 


Protein of unknown function DUF99 


0.06 


5.8 


1 


3-26 


1969 


hormone 


Somatotropin hormone family 


1.6e-55 


156.0 


1 


29-141 


1970 


DUF99 


Protein of unknown function DUF99 


0.06 


5.8 


1 


3-26 


1970 


hormone 


Somatotropin hormone family 


1.6e-55 


156.0 


1 


29-141 


1971 


serpin 


Serpin (serine protease inhibitor) 


5.1e-83 


282.6 


1 


83-449 


1972 


PI-PLC-X 


Phosphatidylinositol-specific 
phospholipase 


3.8e-14 


50.6 


1 


1-33 


1973 


Lipase 3 


Lipase (class 3) 


1.7e~17 


62.0 


1 


399-538 


1976 


DUF846 


Eukaryotic protein of unknown 
function (DUF8 


0.0091 


7.9 


1 


79-109 


1977 


Mono oxy genas e 


Monooxygenase 


3.8e-12 


44.1 


1 


215-313 


1977 


Monooxygenase 


Monooxygenase 


1.7e-15 


56.1 


2 


358-443 
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Position 


1980 


zf-ANl 


ANl-like Zinc finger 


0.032 j 


1 A 1 1 

10.1 


l 




1980 


zf-ANl 


AN 1 -like Zinc finger 


9.2e-06 


22.6 j 






1981 


CRAL TRIO 


CRAL/TRIO domain 


0.037 


7.8 


1 i 


1 A 


1982 


Rhomboid j 


Rhomboid family 


3.9e-32 


1 1 C A 

iio.y | 


1 i 




1984 


LBP_BPI_CETP 


LBP / BPI / CETP family, N-terminal 
do 


4.5e-38 


ion i | 

130.4 


i | 
j 


33- 1^ 1 


1984 


LBP BPI^CETP 
C 


LBP / BPI / CETP family, C-termmal 
do 


8.3e-l4 


a r\ a ! 

49.9 | 


i i 




1987 


DUF572 


Family of unknown function (DUF572) 


3.3e-3/ 1 


1 *7 ! 


1 I 

i i 


1-61 

1 — \J i. 


1987 


DUF572 


Family of unknown function (DUF572) 


3e-Z3 \ 


QA A I 
OH.**- I 


9 1 


Q1-149 


1988 


Collagen 


Collagen triple helix repeat (20 copi i 


3./e-ll [ 


/I/I 0 1 


1 

1 j 


1-^51 

1 J 1 


1988 


Collagen | 


Collagen triple helix repeat (20 copi 


o.oe-ll 






60-1 15 


1988 


Collagen 


Collagen triple helix repeat (20 copi 


.3. ye- 13 j 


jl.O j 


J j 


1 16-175 


1988 


Collagen 1 


Collagen triple helix repeat (20 copi 


r\ r\r\ £T\ 1 

u.uuoy j 


1^1 I 
13.1 


A j 


178-195 


1988 


Collagen 


Collagen triple helix repeat (20 copi 


0.0001 


OA A ! 


^ 1 
J 


1 QQ_9^0 


1988 


Collagen 


Collagen triple helix repeat (20 copi 


A (\(\ f 

4e-09 1 


3o.j j 


1 




1988 


Collagen 1 


Collagen triple helix repeat (20 copi 


l.ye-13 




7 




1988 


Collagen | 


Collagen triple helix repeat (20 copi 


/.le-Uo j 


Z4.J i 


0 


362-395 


1988 


Collagen 1 


Collagen triple helix repeat (20 copi 


a nn 1 o I 
U.UU1Z j 


1 n. i 


Q 

y \ 


^Q6_444 


1988 


C4 


C-terminal tandem repeated domain in 


2e-69 


240.8 


i 


450-557 


1988 


C4 


C-terminal tandem repeated domain m 


1.3e-77 1 




9 i 
Z | 


J J O U / ji 


1989 


ldl recept b 


Low-density lipoprotein receptor repeat 


Win in 1 
7.3e-lU ! 


'XA Q ! 


1 
1 


^6-97 


1989 


ldl recept b 


Low-density lipoprotein receptor repeat 


O Ho. A"7 

2. /e-u/ | 




9 


99-141 


1989 


ldl recept b 


Low-density lipoprotein receptor repeat 


<-> O ^ A7 

3.2e-0 / 




■1 


14^-1 85 

1 "T J JL 


1990 


ldl recept_b 


Low-density lipoprotein receptor repeat 


7 1„ 1 A 

7.3e-lU 


34. y 


1 

1 




1990 


ldl recept b 


Low-density lipoprotein receptor repeat 


2.7e-07 


26.4 


2 


99-141 


1990 


ldl recept_b 


Low-density lipoprotein receptor repeat 


3.2e-07 




3 


1 zn_i 

1 OJ 


1991 


DUF846 


Eukaryotic protein of unknown 
function (DUF8 


/"» AAA 1 y~ 

0.00016 


13.3 


i 
1 


1 u- 1UO 


1992 


cadherin 


| Cadherin domain 


O 1 1 A 

2.1e-10 


7Q A 


i 
1 


9-1 05 


1992 


cadherin 


I Cadherin domain 


1.4e-2o 


1 Al A 


Z 


1 119-210 


1993 


cadherin 


Cadherin domain 


2.1e-lU 


oo a 


1 

! 1 


! 9-105 


1993 


cadherin 


! Cadherin domain 


1 .4e-2o 


I 1 A 1 A 


9 

1 ^ 


1 1 1 Q_9 1 0 


1995 


V1R 


Vomeronasal organ pheromone 
receptor family, 


O O/^ AC 


0*7 C\ 


1 

[ 1 


4-36 


1998 


is 


] Immunoglobulin domain 


n 1 « AO 


'JQ 1 
t 3o.l 


i 1 
| 1 


i 18-76 


1998 


ig 


| Immunoglobulin domain 


7 a^-» aa 

7.ye-uy 


1 3D.y 


> 9 
i z 


121-179 


1998 


is 


! Immunoglobulin domain 


0.00014 


20.0 


3 


216-274 


1998 


ig 


1 Immunoglobulin domain 


7.1e-09 


i/c 1 
30. 1 




1 ^OR-^66 


1998 


ig 


Immunoglobulin domain 


1.7e-10 


42.2 


5 


403-461 


1999 


SPRY 


SPRY domain 


1.8e-30 


1 A7 C 

107.5 


Li 


1AS 977 


1999 


SRP54 


SRP54-type protein, GTPase domain 


0.0091 


11.0 


J_J 


I "^1 n ^9^ 


1999 


AAA 


ATPase family associated with various 
cellul 


0.098 


5.8 






2000 


ABC tran 


ABC transporter 


2.5e-43 


1 A /Z ^ 

146.2 


j-J 


1 1 1 r 

[ 1 1 0*0 U 1 


2002 


A 1 J — 1 A Jl TV If 

Acyl - C o A_dh_M 


Acyl-L^oA aenyorogenase, niiuuic 
! domain 


0 0071 


11.7 




99-136 


2002 


Acyl-CoA_dh 


Acyl-CoA dehydrogenase, C-terminal 
doma 


6.7e-50 


175.9 




415-566 


2003 


C tripleX 


1 Cysteine rich repeat 


2e-05 


17.8 




76-93 


2003 


EGF 


EGF-like domain 


8.7e-06 


23.6 


2 


115-143 


2003 


TIL 


Trypsin Inhibitor like cysteine rich 
domain 


0.0035 


11.0 




134-155 


2003 


EGF 


I EGF-like domain 


7.5e-05 


20.2 


3 


1 155-189 



WO 2004/080148 



PCT7US2003/030720 



555 
TABLE 4B 



SEQ 
ID 


Model 


Description 


E_value 


Score i 


Kepeats 




2003 


TIL 


Trypsin Inhibitor like cysteine rich 
domain 


a 7/£ 
U.ZO 






168-195 1 


2003 


EGF 


EGF-like domain I 


A A a. f\K 


71 1 

Zl. 1 


A 


1 Q5-228 


2003 


EGF 


EGF-like domain 1 


y. /e-uy 


*2/1 1 i 


j 


940-275 


2003 


MAM 


MAM domain | 


x»c— J O 


1 33. 0 


1 


z!9 1 


2004 


NHL 


NHL repeat ! 


i I - in 


/17 /I 

4Z.4 L 


i 
l 


R-35 


2004 


NHL 


NHL repeat 


o c-v nn 

Z.Se-uy 


3 /.O 




JJ o^ 


2004 


NHL 


NHL repeat ! 


T o ^ 1 1 


/17 A 

43. U 


3 


1 09-1 99~1 


2005 


FCH 


Fes/CIP4 homology domain | 


0.026 


10.3 


l 


310-350 


2005 


DAG_PE-bind 


Phorbol esters/diacylglycerol binding 
dom i 


O AC 

2.8e-05 


21.7 


1 


7^R 77^ 1 
/JO" / /o 


2005 


RhoGAP 


RhoGAP domain | 


3.9e-6a 


70 1 7 
23 1 . / 


i 
1 


R04-076 


2006 


CN hydrolase 1 


Carbon-nitrogen hydrolase [ 


/i c-* A*"? 

4.5e-U / 


7£ 7 

Zo.Z 


7 
Z 


1 17-906 


2007 


tsp l ! 


Thrombospondm type 1 domain 


A A C yl 


Q A 

o.4 


i 
1 


<_ii ! 


2008 


Adaptin N | 


Adaptin N terminal region | 


7.5e-(jy 


70 <^T 

zy.o 


i 
1 


1-S1 [ 


2008 


Alpha adaptinC2 | 


Adaptm C-termmal domain i 


4.4e-3o 


1 7^I Q 
IZO.O 


i 
1 


1 R^-9Q6 I 

1 O J ZiJU 


2008 


Alpha_adaptin_C 1 


Alpha adaptin AP2, C-termmal domain 


l.oe- 
111 

1 1-5 


11 A 7 

334.Z 


i 
1 


^09-414 


2009 


is 


Immunoglobulin domain 


A AA/1^ 


1 A A 


1 

1 


42-129 I 


2009 


ig 


Immunoglobulin domain J 


A 1 Q 

u. iy 


S ^ 

O.J 


7 


179-272 I 


2009 


ig 


-¥- 1 1 1 * J * 

Immunoglobulin domain 


y. /e-uo 


7A fi 




319-408 1 


2009 


ig 1 


Immunoglobulin domain 


A AA A1 A 

U.UUUl'f 


7A A 


4 


455-546 


2010 


ig 


Immunoglobulin domain i 


A AAA*! 


1 A A 
It. 


i 
i 


42-129 i 


2010 


ig 


Immunoglobulin domain 


a in t 

u. iy 


o.o 


9 


179-272 ! 


2010 


ig 


Immunoglobulin domain 


a n~ a^ 

y. /e-\jj 




1 


319-408 i 


2010 


ig 


T 111* J ~ " 

Immunoglobulin domain 


A AA A1 /I 


9A A 


A 


455-5461 


2011 


ig 


Immunoglobulin domain 


a aaa^ 




1 
1 


42-129 


2011 


_il 


Immunoglobulin domain 


A 1 Q 

u. iy 




7 


179-272 


2011 


ig 


Immunoglobulin domain 


Q 7*> A^ 

y, /e-uo 


7A 


_^ 
■j 


319-408 


2011 


ig 


Immunoglobulin domain 


0.00014 


20.0 


4 


455-546 


2012 


ig 


i -w 1 1 1 * J * 

1 Immunoglobulin domain 


a A A/1 ^ 


1 A A 


i 

i 


42-129 


2012 


ig 


— i 111*1 p 

Immunoglobulin domain 


A 1 A 

o.iy 


o.3 


7 

Z 


170^979 


2012 


ig 


I _. iii*i * 

! Immunoglobulin domain 


A AC 

y. /e-UD 


7A £ 




^1Q_408 [ 


2012 


ig 


\ -w 1-11*1 ' 

i Immunoglobulin domain 


A AAA1 A 


7A A 






2016 


TFA 


Transcription elongation factor A, SH-r 


I 1 Aa. Ol 

! 3.4e-zo 


Q7 7 
O /.Z 


1 
1 


148-98^ i 


2018 


cadherin 


| Cadherin domain 


8e-13 


46.4 


1 


1-49 


2018 


cadherin 


i Cadherin domain 


1 A C ~ AO 

4.5e-Uy 


H /I 

33.4 


7 

Z 


76-190 


2019 


PGM_PMM 


Phosphoglucomutase/phosphomannom 
1 utase, C-ter 


1 A A A 1 

0.041 


1 O 1 

y.3 


i 
1 


Q47_^RQ 


2020 


MACPF 


| MAC/Perform domain 


1 A AAA1 7 


ic « 


1 
1 


' 132-164 


2021 


KRAB 


KRAB box 


! £ Q 0 7 A 

I o.ye-z4 


oO.O 


1 
1 


54-94 1 


2022 


KRAB 


KRAB box 


o.ye-z4 


OO.O 


1 
1 


54-94 ! 


2023 


EMP24 GP25L 


emp24/gp25L/p24 family 


1 1 A_. 1 < 

l.ye-lD 




1 
1 


1 7-7R. I 

1 /*" / O j 


2024 


acidjphosphat 


[i -w -v » * i • *ii 1 j 

Histidme acid phosphatase 


7.ye- 
159 


C-37 Q 

D3 /.o 


1 
1 


1^-17S i 


2026 


KRAB 


| KRAB box 


i 1 1 Q 7A 


77 n 


1 
1 


132-172 ! 


2026 


zf-C2H2 


Zinc finger, C2H2 type 


3.7e-07 


33.4 


1 


485-507 


2026 


zf-C3HC4 


Zinc finger, C3HC4 type (RING finger) 


0.54 


2.9 


1 


500-518 


2026 


zf-C2H2 


Zinc finger, C2H2 type 


1.3e-05 


27.2 


2 


513-535 


2026 


zf-C2H2 


Zinc finger, C2H2 type 


3.4e-08 


37.4 


3 


543-565 


2026 


zf-C3HC4 


Zinc finger, C3HC4 type (RING finger) 


0.032 


6.3 


2 


558-576 


2026 


zf-C2H2 


] Zinc finger, C2H2 type 


5.7e-06 


28.6 


4 


571-593 


2027 


Vpsl6_N 


Vpsl6, N-terminal region 


2.3e- 
| 107 


366.9 


1 


1-165 
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2027 


Vpsl6 C 


Vpsl6, C-terminal region 


5e-203 


684.6 


1 


262-580 


2028 


LRRNT 


Leucine rich repeat N-terminal domain 


0.0011 


14.5 


1 


11-40 


2029 


A2M 


Alpha-2-macroglobulin family 


6.3e-23 


75.5 


1 


4-86 


2031 


fh3 


Fibronectin type III domain 


4.9e-G8 


29.7 


1 


3-33 


2031 


fn3 


Fibronectin type III domain 


9.1e-08 


28.7 


2 


46-136 


2032 


LRR 


Leucine Rich Repeat 


0.021 


10.8 


1 


2-25 


2032 


LRR 1 


Leucine Rich Repeat 


3e-05 


20.4 


2 


26-49 


2032 


LRR | 


Leucine Rich Repeat 


0.00019 


17.8 | 


3 


50-73 


2032 


LRR 


Leucine Rich Repeat 


0.16 


7.8 


4 


^■7 A f\ A 

74-94 


2032 


LRRCT 


Leucine rich repeat C-terminal domain 


2.2e— 05 


17.6 


1 


118-132 


2033 


LRR 1 


Leucine Rich Repeat 


0.021 


10.8 


1 


2-25 


2033 


LRR 


Leucine Rich Repeat 


3e-05 


20.4 


2 


26-49 


2033 


LRR 


Leucine Rich Repeat 


0.00019 


17.8 


3 


50-73 


2033 


LRR 


Leucine Rich Repeat 


0.16 


7.8 


4 


74-94 


2033 


LRRCT 


Leucine rich repeat C-terminal domain 


2.2e-05 


17.6 


1 


118-132 


2034 


EGF 


EGF-like domain 


0.76 


5.8 


1 


135-157 


2034 


SEA 


SEA domain 


4.9e-06 


22.1 


1 


192-261 


2034 


ig 1 


Immunoglobulin domain 


9.8e-07 


28.1 


1 


310-376 


2034 


2 — + 

ig 


Immunoglobulin domain 


0.33 


7.4 


2 


509-571 


2034 


GPS 


Latrophilin/CL-l-like GPS domain 


2e-14 


54.5 


1 


975- 
1027 


2034 


7tm_2 


7 transmembrane receptor (Secretin 
family) 


2.8e-20 


71.1 


2 


1086- 
1298 


2035 


TFIIS 


Transcription factor S-II (TFIIS) 


0.019 


10.6 


1 


21-31 


2035 


zf-C2H2 


Zinc finger, C2H2 type 


3.1e-06 


29.7 


2 


21-43 


2035 


zf-C2H2 


Zinc finger, C2H2 type 


2.7e-07 


33.9 


3 


49-71 


2035 


zf-BED 


BED zinc finger 


0.63 


4.8 


1 


50-72 


2035 


XPA N ! 


2/4 46 56.. 1 11 


0.22 


7.0 


3 


74-86 


2035 


zf-C2H2 


Zinc finger, C2H2 type 


8.8e-08 


35.9 


4 


77-99 


2035 


TFIIS 


Transcription factor S-II (TFIIS) 


0.036 


9.7 


4 


105-115 


2035 


zf-C2H2 


Zinc finger, C2H2 type 


0.0096 


15.6 


5 


105-120 


2038 


zf-C2H2 


Zinc finger, C2H2 type 


0.0099 


15.5 


1 


197-220 


2039 


FHA 


FHA domain 


0.024 


11.6 


1 1 


45-110 


2039 


HIT 


HIT domain 


0.013 


8.5 


1 


201-226 


2039 


zf-C2H2 


Zinc finger, C2H2 type 


0.026 


13.9 


1 


337-359 


2040 


FHA 


FHA domain 


0.024 


11.6 


1 


45-110 


2040 


HIT 


HIT domain 


0.013 


8.5 


1 


201-226 


2040 


zf-C2H2 


Zinc finger, C2H2 type 


0.026 


13.9 


1 


337-359 


2041 


FHA 


I FHA domain 


0.024 


11.6 


1 


45-110 


2041 


HIT 


HIT domain 


0.013 


8.5 


1 


201-226 


2041 


zf~C2H2 


Zinc finger, C2H2 type 


0.026 


13.9 


1 


337-359 


2042 


1 Cwf_Cwc_15 


Cwfl5/Cwcl5 cell cycle control protei 


8.6e- 
161 


544.3 


1 


2-230 


2043 


SRCR 


Scavenger receptor cysteine-rich 
domain 


6.5e-15 


54.2 


1 


8-113 


2043 


1 Lysyl_pxidase 


Lysyl oxidase 


1.9e- 
140 


476.7 


1 


1 1 /-Zoo 


2045 


WD40 


WD domain, G-beta repeat 


0.5 


6.4 


2 


192-217 


2045 


WD40 


WD domain, G-beta repeat 


5.2e-06 


23.8 


3 


248-274 


2045 


DUF130 


Domain of unknown function DUF130 


0.074 


5.9 


1 


264-278 


2045 


WD40 


WD domain, G-beta repeat 


0.35 


7.0 


4 


397-424 


2048 


CTP_transf_l 


Cytidyl yltransf erase family 


4.9e- 
124 


422.2 


1 


86-417 


2049 


1 CBM 20 


Starch binding domain 


0.078 


8.5 


1 1 


14-33 
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2049 


WD40 


WD domain, G-beta repeat 


3.9e-08 


31.2 


1 


93-131 


2052 


7tmJ3 


7 transmembrane receptor 
(metabotropic gluta 


5.8e-06 


21.5 




112-153 


2052 


KdgT 


2-keto-3-deoxygluconate permease 


0.068 


7.2 




200-226 


2052 


7tm_3 


7 transmembrane receptor 
(metabotropic gluta 


7.8e-05 


17.4 




22 1 -305 


2054 


HesB-like 


HesB-like domain 


2.8e-41 


132.5 


1 


52-154 


2055 


is 


Immunoglobulin domain 


0.032 


11.2 


1 


37-59 


2055 


ig 


Immunoglobulin domain 


0.00033 


18.6 


? 


98-157 


2056 


Mpvl7 PMP22 


Mpvl7/PMP22 family 


8e-14 


51.5 




101-163 


2058 


Collagen 


Collagen triple helix repeat (20 copies) 


0.013 


12.1 




17-38 


2058 


Collagen 


Collagen triple helix repeat (20 copies) 


2.5e-07 


29.8 




40-79 


2058 


vwa 


von Willebrand factor type A domain 


3.2e-13 


42.1 


-j — 


108-156 


2059 


Sterol desat 


Sterol desaturase 


8.6e-41 


138.1 




1-139 


2060 


iff 


Immunoglobulin domain 


0.27 


7.7 


■\ — 


8-26 


2060 


ig 


Immunoglobulin domain 


5.2e-08 


32.9 




97-158 


2061 


RNA helicase 


RNA helicase 


0.00029 


15.0 


4 — 


40-63 


2061 


AAA 


ATPase family associated with various 
ce 


0.00038 


13.8 




42-58 


2061 


NACHT 


NACHT domain 


0.0022 


12.0 


-\ — 


44-66 


2061 


ADK 


Adenylate kinase 


2.2e-05 


19.0 




77-124 


2064 


UDPGT 


UDP-glucoronosyl and UDP-glucosyl 
transferas 


9.7e-34 


118.7 


i 


1-63 


2065 


TRAPP_Bet3 


Transport protein particle (TRAPP) 
compone 


9e-70 


242.0 


1 


18-171 


2066 


DUF846 


Eukaryotic protein of unknown 
function (DUF8 


0.013 


7.4 


i 


83-101 


2068 


ig 


Immunoglobulin domain 


0.0042 


14.5 




33-110 


2068 


FliL 


Flagellar basal body-associated protein 
FliL 


0.029 


9.2 


"i — 


170-203 


2068 


DcuC 


C4-dicarboxylate anaerobic carrier 


0.044 


7.9 


i 


174-193 


2069 


ig 


Immunoglobulin domain 


0.0042 


14.5 


i 


33-110 


2069 


FliL 


Flagellar basal body-associated protein 
FliL 


0.029 


9.2 


i 


170-203 


2069 


DcuC 


C4-dicarboxylate anaerobic carrier 


0.044 


7.9 


-\ 


174-193 


2070 


ig 


Immunoglobulin domain 


0.0042 


14.5 




33-110 


2070 


FliL 


Flagellar basal body-associated protein 
FliL 


0.029 


9.2 




170-203 


2070 


DcuC 


C4-dicarboxylate anaerobic carrier 


0.044 


7.9 


1 


174-193 


2071 


PH 


PH domain 


1.9e-21 


72.0 


1 


75-173 


2072 


Ifi-6-16 


Interferon-induced 6-16 family 


3.7e~46 


159.7 


1 


41-123 


2073 


Ifi-6-16 


Interferon-induced 6-16 family 


3.7e-46 


159.7 


1 


41-123 


2074 


Ribosomal L34e 


Ribosomal protein L34e 


3.5e-72 


232.6 


1 


12-110 


2075 


CDC50 


LEM3 (ligand-effect modulator 3) 
family / CD 


0.049 


6.6 


1 


90-117 


2077 


EGF 


EGF-like domain 


0.0019 


Ij.Z 






2078 


EGF 


EGF-like domain 


0.0019 


15.2 




60-95 


2079 


EGF 


EGF-like domain 


0.0019 


15.2 




60-95 


2080 


ig 


Immunoglobulin domain 


4.9e-06 


25.4 




109-171 


2081 


Monooxygenase 


Monooxygenase 


0.0069 


10.9 




593-611 


2081 


ras 


Ras family 


7.2e-10 


33.6 




924-967 


2082 


Alpha__adaptin_C 


Alpha adaptin AP2, C-terminal domain 


0.061 


5.2 




97-109 


2082 


MHC I 


Class I Histocompatibility antigen, d 


0.00048 


14.9 


2 


125-210 


2083 


ig 


Immunoglobulin domain 


4.1e-05 


22.0 


1 


10-78 
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2083 


iff 


Immunoglobulin domain 


3.7e-10 


40.9 


2 


113-172"] 


2083 


is 


Immunoglobulin domain 


0.0018 


15.9 


3 


211-272 


2083 




Immunoglobulin domain 


3.7e-08 


33.4 


4 


309-370 


2083 


DNA__pol_B_2 


DNA polymerase type B, organellar 
and 1 


0.018 


7.9 


1 


326-382 


2083 


OaoA 


Opacity-associated protein A 


0.44 


2.4 


1 


335-357 


2083 


iff 


Immunoglobulin domain 


0.0012 


16.6 


5 


404-465 


2083 


iff 


Immunoglobulin domain 


7.7e-07 


28.5 


6 


500-564 


2084 

Jm* \J V.' 1 


is 


Immunoglobulin domain 


4.1e-05 


22.0 


1 


10-78 


2084 


iff 


Immunoglobulin domain 


3.7e-10 


40.9 


2 


113-172 


2084 


iff 


Immunoglobulin domain 


0.0018 


15.9 


3 


211-272 


2084 


ig 


Immunoglobulin domain 


3.7e-08 


33.4 


4 


309-370 


2084 


DNA_polJB_2 


DNA polymerase type B, organellar 
and 


0.018 


7.9 


1 


326-382 


2084 


OaoA 


Opacity-associated protein A 


0.44 


2.4 


1 


335-357 


2084 


iff 


Immunoglobulin domain 


0.0012 


16.6 


5 


404-465 


2084 


1 & 

iff 


Immunoglobulin domain 


7.7e-07 


28.5 


6 


500-564 


2085 


iff 


Immunoglobulin domain 


4.1e-05 


22.0 


1 


10-78 


2085 


is 


Immunoglobulin domain 


3.7e-10 


40.9 


2 


113-172 


2085 


ie 


Immunoglobulin domain 


0.0018 


15.9 


3 


211-272 


2085 


s 

iff 


Immunoglobulin domain 


3.7e-08 


33.4 


4 


309-370 


2085 


DNA_pol_B_2 


DNA polymerase type B, organellar 
and 


0.018 


7.9 


1 


326-382 


2085 


OapA 


Opacity-associated protein A 


0.44 


2.4 


1 


335-357 


2085 

\^ w' 


iff 


Immunoglobulin domain 


0.0012 


16.6 


5 


404-465 


2085 


iff 


Immunoglobulin domain 


7.7e-07 


28.5 


6 


500-564 


2086 


P53 


P53 


3.5e-09 


33.8 


1 


7-32 


2087 


Apolipoprotein 
DUF260 


Apolipoprotein A1/A4/E family 


2.3e-ll 


42.3 


1 


93-168 


2087 


Protein of unknown function DUF260 


0.64 


3.5 


1 


94-107 


2087 


Adeno PIX 


Adenovirus hexon-associated protein ( 


0.49 


4.4 


1 


95-110 


2087 


BcrAD BadFG 


BadF/BadG/BcrA/BcrD ATPase family 


0.12 


6.2 


1 


134-180 


2087 

A-d \J S*J I 


Apolipoprotein 


Apolipoprotein A1/A4/E family 


0.011 


10.5 


2 


172-258 


2087 


MM CoA_mutas 
e 


Methylmalonyl-CoA mutase 


0.84 


1.9 


1 


264-306 


2088 


Apolipoprotein 


Apolipoprotein A1/A4/E family 


2.3e-ll 


42.3 


1 


93-168 


2088 


DUF260 


Protein of unknown function DUF260 


0.64 


3.5 


1 


94-107 


2088 


Adeno PIX 


Adenovirus hexon-associated protein ( 


0.49 


4.4 


1 


95-110 


2088 


BcrAD BadFG 


BadF/BadG/BcrA/BcrD ATPase family 


0.12 


6.2 


1 


134-180 


2088 


Apolipoprotein 


Apolipoprotein A1/A4/E family 


0.011 


10.5 


2 


172-258 


2088 

X-r V_/ U W 


MM Co A mutas 
e 


Methylmalonyl-CoA mutase 


0.84 


1.9 


1 


264-306 


2089 


DUF717 


Protein of unknown function (DUF717) 


1 


4.0 


1 


68-80 


2089 


MHC I 


Class I Histocompatibility antigen, d 


0.69 


3.7 


1 


185-198 


2090 


Pox D5 


Poxvirus D5 protein-like 


1 


2.2 


1 


21-33 


2090 


phoslip 


Phospholipase A2 


3.4e-49 


172.4 


1 


26-150 


2090 


RFX_DNA_bindi 
ng 


RFX DNA-binding domain 


0.84 


2.9 


1 


55-62 


2092 


MR MLE N 


Mandelate racemase / muconate lactoni 


1.6e-05 


17.0 


1 


54-157 


2092 


Peptidase S26 


Signal peptidase I 


0.38 


3.8 


1 


99-129 


2092 


CheR N 


CheR methyltransferase, all-alpha dom 


0.4 


6.7 


1 


103-119 


2092 


MR MLE 


Mandelate racemase / muconate lactoni 


2.5e-08 


29.9 


1 


236-298 


2094 


PP2C 


Protein phosphatase 2C 


1.2e-71 


248.2 


1 


136-412 


2095 


EGF 


EGF-like domain 


0.64 


6.1 


1 


3-29 


2095 


EGF 


EGF-like domain 


6.2e-05 


20.5 


2 


35-68 
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2095 


EGF 


EGF-like domain 


r\ f\AA1 < 


1 A 1 

19. 1 




04-1^1 


2096 


7tm 1 


7 transmembrane receptor (rhodopsin t 


o.oe-4 / 


1 ^R Q 


r 


R.1-332 


2097 


7tm 1 


7 transmembrane receptor (rhodopsin f 1 


O A*J 

o.oe-4/ 


1 Q 




R^-332 


2098 


DSL 


Delta serrate ligand 


a ai 0 


Q "X 
y.D 


1 1 


??-37 


2098 


EGF 


EGF-like domain 


A AfiCT 

U.UUO/ 


1 O 
Yd.L 


1 1 


4^.-71 

l ~r. / i- 


2098 


TIL 


Trypsin Inhibitor like cysteine rich 1 


0.33 


4.8 


1 


46-66 


2098 


DSL 


Delta serrate ligand 


0.48 


A 1 

4. / 


1 




2099 


TEP1 N 


TEP1 N-terminal domain ! 


0.85 


4. / 


~ r 


jO-UJ 


2099 


Pox A46 


Poxvirus A46 family 1 


0.55 


2.3 




01-/-' 


2099 


ExoD 


Exopolysaccharide synthesis, ExoD 


0.82 


2.4 


1 


124-147 


2099 


RhoGAP 


RhoGAP domain 1 


4e-28 


95.9 


— 1 




2102 


myosin head 


Myosin head (motor domain) 1 


6.3e-56 


1 OA A 

189.4 




y- 1 oj 


2102 


ATP bind2 


P-loop ATPase protein family ! 


0.16 


A C\ 

4.9 


1 

-j [ 


/D-Oo 


2102 


PRK 


Phosphoribulokinase / Uridine kinase 1 
fa 


r\ 1 A 

0.14 


5.2 




/ /-00 


2103 


myosin head 


Myosin head (motor domain) ] 


6.3e-56 


189.4 


1 


9-183 


2103 


ATP bind2 


P-loop ATPase protein family 1 


0.16 


A r\ 

4.9 


_j 


/ j-00 


2103 


PRK 


Phosphoribulokinase / Uridine kinase 
fa 


0.14 


5.2 




/ /-00 


2105 


kazal 


Kazal-type serine protease inhibitor 


O A ^ AO 

8.4e-Uo 


11 ^ 

OJ.3 


-j 


7^-1 17 


2105 


thyroglobulin_l 


Thyroglobulin type-1 repeat 


7.7e-19 


HO R 
/Z.O 


-j 




2108 


BEX 


Brain expressed X-linked like family 


9.8e-86 


266.4 




79-190 


2108 


ChaC 


ChaC-like protein | 


0.2 


A G 

4.5 


-j 


1 ^9-1 ^7 


2108 


IlvC 


Acetohydroxy acid isomer or eductase, 
ca 


r\ t A 

0.14 


C A 

5.9 






2109 


LRRCT 


Leucine rich repeat C-terminal domain 


8.5e-09 


28.1 


1 


45-91 


2109 


UPF0118 


Domain of unknown function DUF20 


1 


O A 

2.9 




71 Q 747 


2112 


Inh 


Protease inhibitor Inh 


0.026 


A A 

9.0 


"1 

_J 


1 Q_ Ad 


2112 


ank 


Ankyrin repeat 


0.0042 


1 A O 

14.Z 


-j 




2113 


DUF370 


Domain of unknown function 
(DUF370) 


1 


D.D 






2113 


! ApoL 


Apolipoprotein L 


1 A 1 A1 

j 4e-191 


043. 1 


_i 




2113 


HupH C 


HupH hydrogenase expression protein, 


\ 0.99 


Z. 1 




I 110-1^4 


2114 


DUF370 


Domain of unknown function 
(DUF370) 


1 


3.5 


1 


24-39 


2114 


| ApoL 


Apolipoprotein L 


I 4e-19i 


AiAK 1 
043. 1 


-j 


1 46-^48 


2114 


HupH_C 


HupH hydrogenase expression protein, 


0.99 


2.7 




119-134 


2115 


MAM 


MAM domain 


i 1 ' £T — AO 

1.5e-43 


1 S.A Q 

134. 0 


~ 


^-107 

J 1 \J^v 


2116 


MAM 


MAM domain 


1 C ~ AO 

I 1.5e-43 


134. 0 






2117 


CBF 


CBF/Mak21 family 


0.00014 


1 A A 

14.4 


"1 

~ 




2118 


PLA2 B 


Lysophospholipase catalytic domain 


[ 7.6e-30 


1 A/1 O 

104. z 


~ 




2118 


DUF188 


Uncharacterized BCR, Yail/Y qxD 
family CO 


0.9 


2.9 




1 1 AO 1 ^1 


2119 


PLA2 B 


Lysophospholipase catalytic domain 


7.6e-30 


104.2 


1 


14-143 


2119 


DUF188 


__ - - m - - - -w -w— ft w f ■ -w* 

Uncharacterized BCR, Yail/Y qxD 
iamny \~>vj 


0.9 


2.9 


1 




2121 


p450 


Cytochrome P450 


1.6e-05 


16.5 




31-143 


2121 


Phage attach 


Phage Head-Tail Attachment 


0.97 


1.6 




100-111 


2122 


is 


Immunoglobulin domain 


1 1.5e-12 


49.8 




38-96 


2122 


1 ig 


Immunoglobulin domain 


2.3e-06 


26.7 




134-213 


2122 


| CD36 


CD36 family 


0.38 


3.9 




246-271 


2122 


| Neur chan mem 
b 


Neurotransmitter-gated ion-channel tra 


0.69 


2.3 




261-270 


2123 


! ig 


Immunoglobulin domain 


1 1.5e-12 


49.8 


1 


38-96 
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T*A«iti on 


2123 


is 


Immunoglobulin domain 


2.3e-0o 


ZO. / 


Z 


1 ^4-713 

1 J*T Z» X. J 


2123 


CD36 


CD36 family 


0.3o 


3.9 





946-771 


2123 


Neur chan_mem 
b 


Neurotxansmitter-gated ion- channel tra 


0.69 


1.3 




7^1-270 


2124 


is 


Immunoglobulin domain 


1.5e-12 


49. o 






2124 


is 


Immunoglobulin domain 


2.3e-06 


26.7 




134-213 


2124 


CD36 


CD36 family 


0.38 


_/ . 


J 


9/l(^_971 


2124 


Neur chan_mem 
b 


Neurotransmitter-gated ion-channel tra 


0.69 


2.3 





761 -770 
zo i-z / \J 


2125 


C2 


C2 domain 


A 1 C 

0.15 


o.o 


~ 


J J TU 


2125 


C2 


C2 domain 


8.3e-3 / 


IOC o 




Q9-1 RO 
yz lOU 


2126 


DUF1058 


Protein of unknown function 
(DUF1058) 


n /in 

0.49 


Z.D 


"T 


OU yJ 


2126 


Pep_M12B_prop 
ep 1 


Reprolysin family propeptide 


1 n« a^ 


IT c 

1 /.D 


1 


1 S 5-208 


2127 


Ifi-6-16 


Interferon-induced 6-16 family 


j. /e-^fo 




-j 


41-123 


2127 


GLTT 


GLTT repeat (6 copies) 


U.lo 


7 7 


-j 


50-78 


2127 


CRCB 


CrcB-like protein 


0.18 


7.1 




106-124 


2128 


abhydrolase | 


alpha/beta hydrolase told 


n no 


O 7 

y.z 




74-127 


2128 


lipase I 


Lipase 




1 7 
j. / 


-j 


98-126 


2128 


abhydrolase ! 


alphafteta hydrolase fold 




lu.J 




167-237 


2128 


DLH 


Dienelactone hydrolase family 






— j 


169-196 


2128 


LIP 


Secretory lipase 


n m 9 
u.u 1Z 


C £ 
O.U 


— j 


178-203 


2128 


UPF0227 


Uncharactensed protein family (UPF02 


U.JO 




1 


179-209 


2128 


abhydrolase 2 


Phosphohpase/Carboxylesterase 


A A1 C 

U.U1D 


in i 

lU.l 


— j 

— j 1 


1 80-203 


2128 


Peptidase_M10_ 
N 


Matrix metalloprotease, N-terminal do 




7 ^ 
Z.j 




209-230 


2129 


abhydrolase 


alpha/beta hydrolase fold 


A AO 

u.uz 


Q 7 

y .z 


— : 


74-127 


2129 


lipase 


1 Lipase 


, U.04 


^ 7 

j . / 




98-126 


2129 


abhydrolase 


alpha/beta hydrolase fold 


I A AAQ1 


1 W. J 




167-237 


2129 


DLH 


Dienelactone hydrolase family 


A /I 


j.O 


"1 




169-196 


2129 


LIP 


1 - f] • 

| Secretory lipase 


A A1 1 

| U.U1Z 


o.o 


— : 


178-203 


2129 


UPF0227 


I Uncharactensed protein family (UPF02 


1 A 1 Q 




— : 


179-209 


2129 


abhydrolase 2 


| Phospholipase/Carboxylesterase 


i A A1 K 


1 n 1 


— 


180-203 


2129 


Peptidase_M10_ 
N 


Matrix metalloprotease, N-terminal do 


U.Dj 


7 s 

Z.J 




\ 209-230 


2130 


Collagen 


j Collagen triple helix repeat (20 copie 


i i 4p 


77 0 




1-38 


2130 


Collagen 


Collagen triple helix repeat (20 copie 


z.je-uj 


97 ^ 

J 




39-74 


2130 


SRCR 


! Scavenger receptor cysteine-rich domai 


I z.oe-io 




— p 

• - 


90-126 


2131 


Collagen 


i Collagen triple helix repeat (20 copie 


\ i .*+e-uo 


77 0 




| 1-38 


2131 


Collagen 


Collagen triple helix repeat (20 copie 


[ Z.jc-uj 


J 




39-74 


2131 


SRCR 


Scavenger receptor cysteme-ncn domai 


\ z.oe-io 


SO 1 


r 


90-126 


2132 


RICH 


■ — -m- V"NT T "1 * 

| RICH domain 


1 n ^ 
u.o 


S 4 
j .t 


- . 


1 290-320 


2132 


DUF260 


| Protein of unknown function uurlov 




7 1 




1 425-447 


2132 


Ter 


1 DNA replication terminus site-binding 


1 n mo 
| \j.\jLy 


7 S 
/ . j 




| 427-450 


2132 


Tropomyosin 


1 Tropomyosin 


\ 0 11 


4 7 




468-506 


2132 


Adeno PIX 


| Adenovirus hexon-associated protein ( 


0.044 


8.0 




482-506 


2132 


AgrD 


Staphylococcal AgrD protein 


0.83 


5.2 




501-508 


91 ^9 


K-box 


K-box region 


0.0023 


12.6 




569-602 


2132 


Tfb2 


j Transcription factor Tfb2 


0.98 


-1.2 




591-610 


2132 


RRF 


Ribosome recycling factor 


0.5 


5.0 


2 


696-727 


2132 


G-gamma 


! GGL domain 


0.33 


5.0 


1 


717-738 


2132 


DUF260 


i Protein of unknown function DUF260 


0.39 


4.2 


2 


821-843 


2132 


bZIP 


1 bZIP transcription factor 


1 0.52 


5.5 


2 


1 835-873 
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2132 


Lipoprotein_l 1 


Lepidopteran low molecular weight (30 


1 


2.9 


1 


850-867 


2132 


DNAjigase_N 


NAD-dependent DNA ligase 1 
adenylation 


0.081 


5.7 




868-888 


2133 


KRAB 


KRAB box 


2.9e-27 


100.7 


1 


61-101 


2133 


Androgen recep 


Androgen receptor 


0.71 


0.7 




70-80 


2133 


TFIIS 


Transcription factor S-II (TFIIS) I 


0.73 


5.1 


1 


324-334 


2133 


zf-C2H2 


Zinc finger, C2H2 type 


3.5e-05 


25.4 


1 


324-346 


2133 


zf-C2H2 


Zinc finger, C2H2 type 1 


1.3e-06 


31.2 


\ ■ 


352-374 


2133 


zf-BED 


BED zinc finger 


0.33 


5.7 




354-375 


2133 


mRNA_cap_enzy 
me 


mRNA capping enzyme, catalytic 1 
domain 1 


0.56 


0.5 


1 


377-392 


2133 


XPA N 


XPA protein N-terminal | 


0.78 


5.1 


2 


377-389 


2133 


zf-C2H2 


Zinc finger, C2H2 type 


2.9e-07 


33.8 


3 


380-402 


2133 


TFIIS 


Transcription factor S-II (TFIIS) 1 


0.89 


4.8 


3 


408-418 


2133 


zf-C2H2 


Zinc finger, C2H2 type 


2e-06 


30.4 


4 


408-430 


2133 


zf-C2H2 


Zinc finger, C2H2 type 


1.6e-05 


26.8 


5 


436-458 


2133 


mRNA_cap_enzy 
me ! 


mRNA capping enzyme, catalytic j 
domain 


0.56 


0.5 


2 


461-476 


2133 


XPA N 


XPA protein N-terminal j 


0.78 


5.1 


4 


46 1 -473 


2133 


zf-C2H2 


Zinc finger, C2H2 type 


5.4e-07 


32.7 


6 


AHA A O C 

464-486 


2133 


TFIIS 


Transcription factor S-II (TFIIS) j 


0.29 


6.5 


5 


492-502 


2133 


zf-C2H2 


Zinc finger, C2H2 type 


l.le-06 


31.5 


1 


A A1 C "\ A 

492-514 


2133 


XPA N 


XPA protein N-terminal 


0.13 


7.8 


6 


517-529 


2133 


TFIIS 


Transcription factor S-II (TFIIS) 


0.57 


5.5 


6 


520-530 


2133 


zf-C2H2 


Zinc finger, C2H2 type 


9.2e-07 


31.8 


8 


520-542 


2133 


XPA N 


XPA protein N-terminal 


0.97 


4.8 


1 


c AC rrn 

545-557 


2133 


TFIIS 


Transcription factor S-II (TFIIS) 


0.14 


7.6 


mm 

1 


C A O C C O 

548-558 


2133 


zf-C2H2 


Zinc finger, C2H2 type 


4.4e-06 


29.1 


9 


C AO C~! f\ 

548-57U 


2133 


zf-C3HC4 


Zinc finger, C3HC4 type (RING finger) 


i 0.38 


3.3 


l 


56U-5ol 


2133 


zf-C2H2 


Zinc finger, C2H2 type 


l.le-06 


31.5 


10 


, 57o-5yo 


2133 


TFIIS 


Transcription factor S-II (TFIIS) 


0.054 


9.0 


8 


604-614 


2133 


zf-C2H2 


Zinc finger, C2H2 type 


2.9e-07 


33.8 


ll 


604-626 


2133 


zf-BED 


i BED zinc finger 


0.64 


4.8 


3 


609-62 / 


2133 


DC1 


1/2 604 619.. 19 44 


0.16 


6.2 


2 


/C5 O CAI 

632-647 


2133 


zf-C2H2 


Zinc finger, C2H2 type 


0.00082 


19.9 


12 


632-655 


2137 


aminotran 3 


| Aminotransferase class-Ill 


1.2e-09 


31.3 


1 


r- ^ 11/1 

55-114 


2137 


OATP N 


Organic Anion Transporter Polypeptide 


0.81 


4.0 


1 


1 /t a ko 
140-1 JO 


2137 


aminotran 3 


| Aminotransferase class-Ill 


8.1e-63 


| 208.6 


2 


1 O 1 A Art 


2138 


aminotran 3 


! Aminotransferase class-Ill 


1.2e-09 


31.3 


1 


55-114 


2138 


OATP N 


Organic Anion Transporter Polypeptide 


0.81 


4.0 


1 


1 A A 1 CO 

140-158 


2138 


aminotran 3 


[ Aminotransferase class-Ill 


8.1e-63 


i 208.6 


2 


1 o 1 a r\d 

ioi-4oy 


2139 


trypsin 


! Trypsin 


1.3e-25 


79.1 


1 


O 11/1 

8-114 


2140 


Glycos transf 1 


Glycosyl transferases group 1 


1.7e-17 


1 A A 

\ 64.4 


1 


99-194 


2141 


MHYT 


Bacterial signalling protein N termina 


0.6 


4.2 


1 


291-328 


2142 


EGF 


! EGF-like domain 


8.8e-09 


34.4 


1 


1-30 


2142 


EGF 


| EGF-like domain 


1 i.De-u/ 


j D\J.\J 




41-72 

X / A** 


2142 


EGF 


EGF-like domain 


0.0091 


12.7 


3 


82-107 


2142 


EB 


j EB module 


0.077 


7.1 


2 


116-148 


2142 


EGF 


| EGF-like domain 


1.3e-07 


30.2 


4 


116-148 


2142 


EGF 


! EGF-like domain 


0.022 


11.3 


5 


157-181 


2143 


AdoHcyase 


) S-adenosyl-L-homocysteine hydrolase 


0.0022 


1 9.6 


1 


1-15 


2143 


AdoHcyase_NA 
D 


S-adenosyl-L-homocysteine hydrolase, 
NA 


0.0012 


13.8 


1 


16-27 


2144 


UQ con 


I Ubiquitin-conjugating enzyme 


1 0.0058 


1 11.9 


1 


31-61 
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1 2144 


UQcon 


Ubiquitin-coniugating enzyme 


5.8e-25 


91.7 


2 


89-156 


p2145 


Prominin 


Prominin ! 


2.1e- 
113 


364.0 


1 


25-213 


2145 


SPDY 


Domain of unknown function 
(DUF317) 


0.15 


6.5 


1 


87-100 


[2145 


Prominin 


Prominin 


6.7e-30 


94.4 


2 


214-286 


2145 


Prominin 


Prominin 


1.9e- 
139 


448.0 


3 


287-510 




2146 


fibrinogen_C 


Fibrinogen beta and gamma chains, C- 
ter 


6.5e-54 


184.0 


1 


13-231 


2147 


fibrinogen_C 


Fibrinogen beta and gamma chains, C- 
ter 


6.5e-54 


184.0 


1 


13-231 


2148 


fibrinogen_C 


Fibrinogen beta and gamma chains, C- 
ter 


6.5e-54 


184.0 


1 


13-231 


2150 


DUF381 


Domain of unknown function 
(DUF381) 


0.48 


4.4 


1 


29-35 


2151 


aa permeases 


Amino acid permease 


7e-24 


89.2 


1 


6-294 


2151 


Pox 15 


Poxvirus protein 15 


0.24 


6.0 




85-102 


2151 


serine carbpept 


Serine carboxypeptidase 


0.41 


2.3 




301-321 


2153 


spectrin 


Spectrin repeat 


0.4 


5.5 


1 


410-463 


2154 


spectrin 


Spectrin repeat 


0.4 


5.5 


1 


410-463 


2155 


Peptidase M20 


Peptidase family M20/M25/M40 


0.00038 


14.5 


1 


39-120 


2156 


sugar tr 


Sugar (and other) transporter 


0.11 


5.5 


1 


47-103 


2156 

1 


OctopineJDH 


NAD/NADP octopine/nopaline 
dehydrogenas 


0.26 


4.6 


1 


153-169 


2156 


sugarjr 


Sugar (and other) transporter 


5e-08 


28.1 




201-336 


2159 


bromodomain 


Bromodomain 


9.5e-45 


158.8 


1 


74-163 


2159 


bromodomain 


Bromodomain 


3e-40 


143.5 




367-456 


2159 


Alpha adaptin C 


Alpha adaptin AP2, C-terminal domain 


0.48 


2.6 


1 


406-418 


2159 


Phage X 


Phage X family 


0.97 


3.7 


1 


A a r\ A o /\ 

449-480 


2159 


eIF3c N 


Eukaryotic translation initiation fac 


0.51 


1.2 


1 


484-570 


2159 


VitellogeninJM 


Lipoprotein amino terminal region 


0.61 


1.5 


1 


495-550 


2159 


Herpes_U44 


Herpes virus U44 protein 


0.47 


3.1 


1 


526-540 


2161 


ig 


Immunoglobulin domain 


6.4e-06 


25.0 


1 


58-118 


2164 


pkinase 


Protein kinase domain 


2.6e-38 


136.6 


1 


r-f i r\c\ 

7-108 


2164 


TMP 


TMP repeat 


0.37 


8.0 


1 


i-j a OA 

74-84 


2165 


pkinase 


Protein kinase domain 


2.6e-38 


136.6 


1 


7-108 


2165 


TMP 


TMP repeat 


0.37 


8.0 


1 


74-84 j 


2166 


glutaredoxin 


Glutaredoxin 


0.00075 


15.0 


1 


12-65 


2166 


GST N 


Glutathione S -transferase, N-terminal 


0.019 


11.1 


1 


13-63 


2166 


GST C 


Glutathione S-transferase, C-terminal 


0.00013 


17.6 


1 


189-281 


2166 


UL21 


Herpesvirus UL21 


0.98 


0.3 


1 


212-240 


2167 


PadR 


Transcriptional regulator PadR-like f 


0.22 


6.1 


1 


18-31 


2167 


Collagen 


Collagen triple helix repeat (20 copi 


2.4e-05 


22.3 


1 


43-76 


2167 


Collagen 


Collagen triple helix repeat (20 copi 


1.5e-07 


30.6 


~ 


77-122 


2167 


Clq 


Clq domain 


9 Qr» 79 

z.ye-/z 






132-257 

JL —J J— J ' <^J f 


2167 


TOBE 


TOBE domain 


0.5 


6.3 




223-242 


2169 


Sec6 


Exocyst complex component Sec6 


0.71 


2.3 




166-194 


2169 


BRCT 


BRCA1 C Terminus (BRCT) domain 


0.0053 


11.4 




278-315 


2169 


Chitin bind 3 


Chitin binding domain 


0.95 


2.1 




308-321 


2169 


BRCT 


BRCA1 C Terminus (BRCT) domain 


0.00072 


14,3 


9 


329-369 


2169 


BRCT 


BRCA1 C Terminus (BRCT) domain 


5.7e-19 


65.1 


3 


378-451 


2169 


BRCT 


BRCA1 C Terminus (BRCT) domain 


4e-19 


65.6 


4 


536-622 


1 2169 


RinB 


1 Transcriptional activator RinB 


0.33 


5.4 


1 


595-646 
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SEQ 
ID 



Model 



2169 
2170 



BRCT 



Sec6 



2170 
2170 



Chitin bind 3 



2170 



BRCT 



2170 



BRCT 



2170 



BRCT 



Description 



E_value Score 



0.028 



0.71 



BRCA1 C Terminus (BRCT) domain 



2170 



RinB 



2170 



BRCT 



2172 



LRRCT 



2172 



UPF0118 



2173 



2S. 



2173 



Na Ca Ex 



2173 



COX17 



Transcriptional activator RinB 



BRCA1 C Terminus (BRCT) domain 



Leucine rich repeat C-terminal domain 



Domain of unknown function DUF20 



Immunoglobulin domain 



Sodium/calcium exchanger protein 



2174 TB2_DF1_HVA 
22 



2174 



ELM2 



2175 



An peroxidase 



2175 



7tm 1 



2175 



Peptidase_Cl 



2176 



2176 



2176 



2177 



2177 



2177 



2178 



2179 



2179 



2180 



2180 
2180 



2180 



2180 



2180 



2180 



2181 



2182 



2182 



2182 



2182 



2183 



2183 



2183 



2183 



2184 



2184 



Anjperoxidase 



7tm 1 



Peptidase^Cl 



An peroxidase 



7tm 1 



PeptidaseCl 



DUF846 



Cytochrome C oxidase copper 
chaperone 



TB2/DP1, HVA22 family 



ELM2 domain 



Animal haem peroxidase 



Papain family cysteine protease 



Animal haem peroxidase 



7 transmembrane receptor (rhodopsin f 



Papain family cysteine protease 



Animal haem peroxidase 



Papain family cysteine protease 



UPF0137 



Eukaryotic protein of unknown functio 



PS_pyruv_trans 



COX17 



Rlla 



SURF6 



cNMP_binding 



RNA_pol_Rpb2_ 
4 



cNMP__bindmg 



Methyltransf_l 



PDZ 



PLAT 



lipoxygenase 



DUF181 



PG bindingl 



PLAT 



lipoxygenase 



DUF181 



FG_binding_l 



PLAT 



lipoxygenase 



Uncharacterised protein family (UPF01 



Polysaccharide pyruvyl transferase 



Cytochrome C oxidase copper 
chaperone 



Regulatory subunit of type II PICA R-s 



Surfeit locus protein 6 



Cyclic nucleotide-binding domain 



RNA polymerase Rpb2, domain 4 



0.0053 I 11.4 



0.00072 14.3 



5.7e-19 



Repeats Position 



1 



2 



4e-19 



65.6 



0.33 



0.028 



8.5e-09 i 28.1 



1 



7.9e-06 i 24.7 



0.86 



0.68 



3.8e-34 123.6 



0.53 



5.2 



1.3e-91 I 311.6 
0.22 



0.76 



1.3e-91 311.6 



0.22 



2.7 



0.76 



1.3e-91 311.6 



0.22 



0.76 



0.0084 



0.04 



7.4 



0.55 



0.51 



le-14 



54.8 



0.027 



7.2e-31 I 112.5 



0.28 



6-O-methylguanine DNA 
methyltransfera 



PDZ domain (Also known as DHR or 

GLGF) 

PLAT/LH2 domain 



Lipoxygenase 
Uncharacterized ACR, COG 1944 



9.4e-32 115.7 



0.64 



6.7e-12 43.7 



1.7e-31 ] 108.4 



Putative peptidoglycan binding domain 



PLAT/LH2 domain 



Lipoxygenase 



Uncharacterized ACR, COG1944 



PLAT/LH2 domain 



Lipoxygenase 



3.9e- 

194 

0.81 



0.5 



5.6 



1.7e-31 



3.9e- 
194 



0.81 



1.7e-31 



3.9e- 



108.4 



655.1 



108.4 



655.1 



645-680 



166-194 



278-315 



308-321 



329-369 



378-451 



536-622 



595-646 



645-680 



45-91 



219-242 



39-93 



133-148 



196-209 



18-111 



114-139 



2-232 



24-32 



117-134 



2-232 



24-32 



117-134 



2-232 



24-32 



117-134 



55-84 



341-366 



355-411 



39-60 



67-104 



84-155 



194-282 



226-233 



312-406 



367-379 



5-86 



2-111 



221-232 



395-411 



2-111 



113-624 



221-232 



395-411 



2-111 



113-624 



WO 2004/080148 



PCT7US2003/030720 



564 
TABLE 4B 



SEQ 
ID 


Model 


Description 


E_value 


Score 


Repeats 


Position 








194 








2184 


DUF181 


Uncharacterized ACR, COG 1944 


0.81 


2.4 


i 1 

1 1 




2184 


PG binding 1 


Putative peptidoglycan binding domain 


0.5 


D.O 


i i 
1 




2186 


TFIIS 


Transcription factor S-II (TFIIS) 


1 


4.6 


i i 


11-91 

1 JL ~ 1 


2186 


DUF536 


Protein of unknown function, DUF536 


0.19 


7.9 


1 I 
1 i 


ZZU-ZJ / 


2186 


FCH 


Fes/CIP4 homology domain 


0.5 


5.6 j 


l 


9^^-984 ' 


2192 


Aajxans 


Transmembrane amino acid transporter 
prote 


3.8e-09 


33.4 


1 


^f- DO 


2193 


EGF 


EGF-like domain 


0.024 


1 1 ^ 
1 l.Z 


i ! 

1 




2193 


EGF 


EGF-like domain 


l.3e-0o 


Zo.Q 


Z j 


\J\J o o 


2193 


EGF 


EGF-like domain 


l.2e-09 


37.5 


3 i 


yD- izo 


2193 


Cripto 1 


Cripto growth factor 


0.86 


A 

3.4 


1 i 
1 j 


i ni i ^9 

1U 1- 1 DZ. 


2193 


laminin EGF ! 


1/3 32 60.. 2 43 


0.025 


9.9 


Z 1 


i 

1 WO - 1 ju 


2193 


EGF [ 


EGF-like domain 


5.5e-07 


27.9 


4 i 


1 71 


2194 


M 


M protein repeat 


0.8 


"~i 1 
/.I 


1 i 


^4-S4 


2194 


PP1 inhibitor 


PKC-activated protein phosphatase- 1 i 


0.78 


2.2 


i 1 
1 | 




2194 


bZIP 


1/2 65 82.. 48 65 


0.32 


/T o 

6.2 


i 1 


^Q7_41S 


2194 


TSC22 


TSC-22/dip/bun family 


0.045 


7.2 


1 I 


J70"T'1J 


2195 


ank 1 


Ankyrin repeat 


0.0017 


15. 6 


z j 


90^-9^1 I 


2195 


G-patch 1 


G-patch domain 


2e-16 


DO. / 


i j 


J 17VUJ 


2195 


Anti-silence j 


Anti-silencmg protein, ASF 1 -like 


A 1 O 

0.1b 




1 ! 


165-^78 i 


2196 


endotoxin ! 


delta endotoxin 


0.85 


Z.3 


i 1 


1^4-151 1 


2197 


Peptidase M24 


metallopeptidase family M24 


5.5e-oy 




i 




2197 


DUF120 


Domain of unknown function DUF120 


0.089 


7.1 


1 


184-195"] 


2199 


PAAD DAPIN 


PAAD/DAPIN/Pyrin domain 


11 11 

1.3e-ll 


a i >r 

41. o 


i 
l 


lo-iuo 


2199 


DHHA1 


DHHA1 domain 


0.61 


5.4 


i 
1 


0/-O/ 1 


2199 


UPF0160 


Uncharacterised protein family (UPF01 


1 


2.3 


1 


7^ S^i 


2199 


RNA helicase 


RNA helicase 


0.03 


7.9 


i 
1 


1 91 ^ 


2199 


NACHT 


i NACHT domain 


1 Ct 'I A 

3.8e-74 


ICO A 

252.4 


i 
l 




2199 


AAA 


ATPase family associated with various 


r\ 1 c 

0.15 


5.2 


1 


I 1 Q7-9 1 S 1 
11?/ -Z- 1 J ] 


2199 


Peptidase_jS15 


| X-Pro dipeptidyl-peptidase (SI 5 famil 


0.64 


O 1 

2. 1 


i 
1 


Q9Q-0S4 i 
[ yz.y-yo'-r 


2200 


PDZ 


PDZ domain (Also known as DHR or 
GLGF 


8.1e-22 


/O.D 


i 
i 


JJ" 1 1*T 


2200 


CDC50 


| LEM3 (hgand-effect modulator 3) fami 


i 
1 


Z. 1 


i 
i 


! 101-116 


2200 


DUF100 


| Protein of unknown function DUF100 


0.2 


A 1 
4. 1 


i 
i 


117-130 


2201 


DIE2 ALG10 


DIE2/ALG10 family 


1 C A 

1.5e-54 


1 01 A 

iy 1.4 


i 
l 


69-142 


2201 


DUF718 


1 Protein of unknown function (DUF718) 


0.64 


4.4 


1 


70-77 


2202 


rrm 


| RNA recognition motif, (a.k.a. RRM, R 


11 f\r\ 

l.3e-09 


3o.Z 


1 


1 76-1 A'} 


2202 


RbsD FucU 


1 RbsD / FucU transport protein lamily 


0.53 


3.4 


i 
l 


ns-169 

iJO-IOz* 


2202 


HemX 


1 HemX 


rv i t 

0.37 


3.5 


1 


S 1^7-IRS 
I 1 J / - 1 Oo 


2202 


rrm 


RNA recognition motif. (a.k.a. RRM, R 


4.6e-13 


48. o 


Z 


1 9fl1 96R 


2202 


rrm 


1 RNA recognition motif, (a.k.a. RRM, R 


4.3e-l3 


a a 'i 

48.7 


3 


A91 


2202 


rrm 


1 RNA recognition motif, (a.k.a. RRM, R 


1.4e-0o 


25. D 


4 


1 471 -^^Q 


2203 


C tripleX 


1 Cysteine rich repeat 


2e-05 


17. o 


i 
1 


I 76 


2203 


Bowman- 
Birk leg 


\ Bowman-Birk serine protease inhibitor 


1 


4.0 


i 
1 


? inn 


2203 


laminin EGF 


Laminin EGF-like (Domains III and V) 


0.32 


6.1 


1 


97-110 


2203 


EGF 


EGF-like domain 


8.7e-06 


23.6 


2 


115-143 


2203 


TIL 


Trypsin Inhibitor like cysteine rich 


0.0035 


11.0 


1 


134-155 


2203 


EGF 


j EGF-like domain 


7.5e-05 


20.2 


3 


155-189 


2203 


TIL 


1 Trypsin Inhibitor like cysteine rich 


0.26 


5.1 


2 


168-195 


2203 


toxin 5 


1 Scorpion short toxin 


0.34 


4.4 


1 


170-175 


2203 


EGF 


| EGF-like domain 


4.4e-05 


21.1 


4 


195-228 


2203 


EGF 


EGF-like domain 


9.7e-09 


34.3 


5 


1 240-275 
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SEQ 
ID 



2203 



2204 



2204 



2204 



2204 



2204 



2204 



2204 



2204 



2204 



2204 



2204 



2205 



2205 



2205 



2206 



2206 



2206 



2207 



2207 



2207 



2208 



2208 



2208 



2209 



2209 



2210 



2210 



2210 



2211 



2211 



2213 
2213 
2213 
2213 



2213 



Model 



MAM 



C tripleX 



Bowman- 
Birk leg 



laminin EGF 



EGF 



TIL 



EGF 



TIL 



toxin 5 



EGF 



EGF 



MAM 



TH1 



Neg_reg 



zf-MYND 



TH1 



Neg reg 



zf-MYND 



TH1 



Negreg 



zf-MYND 



TH1 



Negjreg 



zf-MYND 



Urotensin II 



fn2 



RNA helicase 



NACHT 



AAA 



disintegrin 



EGF 



zf-MYND 



ank 



ank 
ank 



2213 
2213 



2213 



2213 



2214 



2215 



2215 



2216 



2218 



2219 



2219 



2219 



2219 



2219 



2220 



ank 



ank 



LolA 



ank 



ank 



interferon 



DUF602 



Bromo MP 



Description 



E value 



MAM domain 



9.2e-38 



Score 



Repeats 



135.6 



1 



Cysteine rich repeat 



2e-05 



Bowman-Birk serine protease inhibitor 1 



Laminin EGF-like (Domains III and V) 0.32 



EGF-like domain 



8.7e-06 



Trypsin Inhibitor like cysteine rich 



0.0035 



EGF-like domain 



7.5e-05 



Trypsin Inhibitor like cysteine rich 



Scorpion short toxin 



0.26 
0.34 



EGF-like domain 



4.4e-05 



EGF-like doma in 
MAM domain 



9.7e-09 
9.2e-38 



TH1 protein 



0.91 



Negative transcriptional regulator 



1 



MYND finger 



2e-08 



TH1 protein 



0.91 



Negative transcriptional regulator 



MYND finger 



2e-08 



TH1 protein 



0.91 



Negative transcriptional regulator 



1 



MYND finger 



2e-08 



TH1 protein 



0.91 



Negative transcriptional regulator 



MYND finger 
Urotensin II 



2e-08 



0.36 



Fibronectin type II domain 



0.55 



RNA helicase 



0.03 



NACHT domain 



3.8e-74 



ATPase family associated with various 0.15 



Disintegrin 



3.3e-36 



EGF-like domain 



0.0023 



MYND finger 



1 



Ankyrin repeat 



4.4e-06 



Ankyrin repeat 
Ankyrin repeat 



6.9e- 09 
0.15 



Ankyrin repeat 



9.7e-10 



Ankyrin repeat 

Outer membrane lipoprotein carrier pr 



0.00014 



17.8 



4.0 



23.6 



11.0 



1 



20.2 



5.1 



4.4 



1 



21.1 



34.3 
135.6 



1 
1 



0.2 



2.3 



27.7 



0.2 



1 



2.3 



27.7 



1 



0.2 



2.3 



1 



27.7 



1 



0.2 



1 



2.3 



27.7 



1 



5.4 



3.5 



1 



7.9 



252.4 



5.2 



1 



123.1 



14.8 



1 



3.8 



24.9 



1 



35.0 
8.6 



2 
3 



38.0 



1 



Ankyrin repeat 



3.8e-08 



Ankyrin repeat 



0.49 



Interferon alpha/beta domain 



3.7e-42 



Protein of unknown function, DUF602 | 1.3e- 

202 



DUF846 



acidphosphat 



PH 



ArfGap 



ank 



ank 



SapB2 



PH 



Bromovirus movement protein 



0.062 



19.5 



3.0 



1 



32.3 



6.8 



7 



145.6 



683.2 



6.4 



Eukaryotic protein of unknown 
function 



0.012 



Histidine acid phosphatase 



5.5e-13 



PH domain 



1.9e-20 



Putative GTPase activating protein fo 5.4e-50 



Ankyrin repeat 



1.9e-09 



Ankyrin repeat 



0.022 



Saposin-like type B, region 2 



PH domain 



0.33 



1.9e-20 



7.5 



45.0 



68.8 



174.5 



36.9 



11.6 



6.5 



68.8 



Position 



421-566 



76-93 
85-100 



97-110 

115-143 

134-155 

155-189 

168-195 

170-175 



195-228 



240-275 
421-566 



315-328 



587-596 
654-688 



315-328 



587-596 



654-688 



315-328 



587-596 



654-688 



315-328 
587-596 



654-688 



82- 92 

83- 91 



91-111 



92- 261 

93- 111 
4-79 
231-258 



38-45 



159-187 



191-223 
224-256 



258-290 
291-336 
317-340 



337-369 
370-402 
27-116 
15-303 



21-47 



120-150 



137-232 
78-238 



259-379 



418-450 



451-475 



464-475 



78-238 
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SEQ 
ID 



2220 



2220 
2220 



2220 



2221 



2221 



2221 



2221 



2221 



2222 



2222 



2^2 



2222 



Model 



ArfGap 



Description 



E value Score 



Putative GTPase activating protein fo 5.4e-50 174.5 



ank 



ank 



SapBj2 



PH 



ArfGap^ 



ank 



ank 



SapB_2 



PH 



ArfGap 



ank 



ank 



2222 



2223 



2223 
2223 



2223 



2224 



2225 



2226 



2227 



2228 



2229 



2229 



2229 



2233 



2233 



2234 



2234 



2235 



2235 



2235 



2238 



2239 



SapB 2 



Reprolysin 



Astacin 
Phi 1 



disintegrin 



Uteroglobin 



Clq 



Ornatin 



Ornatin 



GagJVlA 



SerylJRNAJST 



pentaxin 



Ankyrin repeat 



1.9e-09 36.9 



Ankyrin repeat 



0.022 



11.6 



Saposin-like type B, region 2 



0.33 



6.5 



PH domain 



1.9e-20 68.8 



Putative GTPase activating protein fo 5.4e-5Q 174.5 



Ankyrin repeat 



1.9e-09 36.9 



Ankyrin repeat 



0.022 



11.6 



Saposin-like type B, region 2 



0.33 



6.5 



PH domain 



1.9e-20 68.8 



Putative GTPase activating protein fo 5.4e-50 174.5 



Ankyrin repeat 



1.9e-09 36.9 



Ankyrin repeat 



0.022 



11.6 



Saposin-like type B, region 2 



0.33 



6.5 



Reprolysin (M12B) family zinc metallo 2.4e-35 127.6 



Astacin (Peptidase family Ml 2 A) 1 0.21 

Phosphate-induced protein 1 conserved I 0.51 
Disintegrin I 0.0019 



12.9 



Uteroglobin family 



Clq domain 



6.6e-09 29.8 
6.3e-06 23.8 



Ornatin 



0.55 



4.8 



Ornatin 



0.55 



4.8 



Matrix protein (MA), pi 5 



0.11 



6.5 



Seryl-tRNA synthetase N-terminal 
doma 



0.92 



5.7 



Avirulence 



ion trans 



Sarcolipin 



Pentaxin family 



4.3e-24 ! 83.3 



Xanthomonas avirulence protein, Avr/P | 0.07 
Ion transport protein 
Sarcolipin 



3.6 



0.001 
0.56 



14.0 
5.3 



ion trans 



Sarcolipin 



zf-C2H2 



TFIID-31 



zf-C2H2 



asp 



Sulfatase 



2240 Zn_carbOpept 



2241 



2242 



2244 



2244 



2244 



2245 



Zn_carbOpept 



NifU N 



zf-C2H2 



zf-C2H2 



zf-C2H2 



pkinase 



Ion transport protein 



0.001 



14.0 



Sarcolipin 



0.56 



5.3 



Zinc finger, C2H2 type 



0.033 



13.4 



Transcription initiation factor IIP, 3 



0.28 



5.7 



Zinc finger, C2H2 type 



0.14 



10.9 



Eukaryotic aspartyl protease 



l.le-24 I 87.5 



Sulfatase 



4.5e-05 18.1 



Zinc carboxypeptidase 



3.7e-57 193.6 



Zinc carboxypeptidase 



3.7e-57 193.6 



Repeats 



NifU-like N terminal domain 



1.7e-80 277.6 



Zinc finger, C2H2 type 
Zinc finger, C2H2 type 



0.00035 ! 21.4 



0.012 



15.2 



Zinc finger, C2H2 type 
Protein kinase domain 



0.0039 



17.1 



3.2e-90 I 309.9 



Position 



259-379 



418-450 



451-475 



464-475 



78-238 



259-379 



418-450 



451-475 



464-475 



78-238 



259-379 



418-450 



451-475 



464-475 



3-83 



23-37 
71-83 



101-136 



1-88 



98-138 



99-106 



99-106 



96-152 



241-258 



363-526 



501-515 



22-141 
95-123 



22-141 



95-123 



100-123 



120-135 



134-156 



1-67 



57-122 



13-156 



13-156 



34-160 



56-81 



90-117 



123-147 



49-341 



2245 



2248 



Glyco_hydro_l 5 
Clq 



Glycosyl hydrolases family 15 



0.18 



4.4 



Clq domain 



5.1e-23 



86.7 



2249 



Allantoicase 



2249 



Allantoicase 



Allantoicase repeat 
Allantoicase repeat 



0.014 



9.0 



1.3e-57 196.4 



2250 



DNA_ligase_A_ 
C 



ATP dependent DNA ligase C terminal 0.67 | 5.4 



2250 



IE. 



Immunoglobulin domain 



0.00019 19.5 



2250 



Immunoglobulin domain 



0.15 



8.7 



2250 



Immunoglobulin domain 



0.0031 



15.0 



2250 



SK channel 



Calcium-activated SK potassium 
channe 



0.035 



7.1 



501-551 



27-135 



13-23 



46-206 



25-48 



51-165 



196-257 
289-349 



377-397 
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TABLE 4B 



SEQ 
ID 



Model 



2251 PH 
2251 HS2ST 



2251 LMP 



2251 DUF603 



2251 1 Pox A type inc 



2251 IQ 
2251 RhoGEF 



2251 DUF674 



2251 Stigl 



2251 PH 



2251 RasGEFN 



2251 ! RasGEF 



2251 I Adeno terminal 



2252 DUF63Q 
2252 FGF 



2252 tRNA-synt_j 



2252 Omega-atracotox 



2253 K tetra 



2253 BTB 



2254 
2254 



PXA 
Vps52 



2254 trp syntA 



2254 DUF965 



2255 NosL 



Description 



PH domain 



Heparan sulfate 2-O-sulfotransferase 



LMP repeated region 



E value 



2.4e-24 



0.27 



Protein of unknown function, DUF603 



Viral A-type inclusion protein repeat 



IQ calmodulin-binding motif 



RhoGEF domain 



Protein of unknown function (DUF674) 



Stigma-specific protein, Stigl 



PH domain 



Guanine nucleotide exchange factor fo 



RasGEF domain 



Adenoviral DNA terminal protein 



Protein of unknown function (DUF630) 



Fibroblast growth factor 



tRNA synthetases class II (D, K and N 
Omega-atracotoxin 



K4- channel tetramerisation domain 



BTB/POZ domain 



PXA domain 
Vps52 / Sac2 family 



Tryptophan synthase alpha chain 



Bacterial protein of unknown function 



2255 NAC 



2255 DUF240 



2256 NosL 



2256 NAC 



2256 DUF240 



NosL 



NAC domain 



MG032/MG096/MG288 family 2 



NosL 



NAC domain 



2258 ZZ 



2258 SoxD 
2258 zf-C2H2 



2258 zf-C3HC4 



2258 SPDY 



2258 Dil9 



2261 RmuC 



2261 IBN NT 



226 lTPeripla_BP_like 



2262 Lasl 



MG032/MG096/MG288 family 2 



0.0012 



Score 



81.6 



4.4 



14.2 



0.04 



6.4 



0.32 



7.2 



5e-05 



20.1 



1.2e-69 236.9 



0.82 



1.4 



0.6 



2.3 



2.3e-13 45.3 



l.le-19 ! 71.3 



7.2e-89 305.4 



1 



1.7 



0.7 



4.3 



0.37 



4.4 



0.74 



3.5 



0.15 



5.1 



2e-34 



121.3 



0.0015 14.2 



0.01 
0 



10.2 
1089. 
2 



0.78 



3.1 



0.33 



4.5 



Repeats 



0.29 



4.9 



0.76 



5.5 



0.17 



6.7 



0.29 



4.9 



0.76 



5.5 



Zinc finger, ZZ type 



Sarcosine oxidase, delta subunit fami 



Zinc finger, C2H2 type 



Zinc finger, C3HC4 type (RING finger) 



Domain of unknown function 
(DUF317) 



Drought induced 19 protein (Pi 19) 
RmuC family 



Importin-beta N-terminal domain 



Periplasmic binding proteins and suga 



MuDR 
BAR 



2262 
2262 

2262 I Adeno E1B 19K 



2262 META 



ank 

DMRL_synthase 



2263 hormone 



2265 ig 



2265 



2265 j ig 



2265 



Lasl -like 



MuDR family transposase 
BAR domain 



Adenovirus E1B 19K protein / small t- 



Domain of unknown function (306) 



Ankyrin repeat 

6,7-dimethyl-8-ribityllumazine synthas 



Somatotropin hormone family 



Immunoglobulin domain 



Immunoglobulin domain 



Immunoglobulin domain 



Immunoglobulin domain 



0.17 



6.7 



le-12 



48.2 



0.97 



4.2 



0.00067 20.3 



0.3 



3.6 



0.6 



4.4 



0.00056 13.0 



0.79 



3.1 



2.1e-27 99.5 



0.21 



4.7 



1.6e-94 I 320.7 



0.17 
0.21 



5.5 
5.2 



0.43 



4.6 



0.91 



5.3 



0.000 19 
0.35 



0.23 



4.1e-05 



3.7e-10 



0.0018 



3.7e-G8 



19.0 
5.0 



2.6 



22.0 



40.9 



15.9 



33.4 



4 



Position 



43-153 



160-182 



180-201 



193-207 



193-207 



226-246 



267-448 



295-305 



396-441 



480-608 



653-708 



1019- 
1204 



1195- 
1227 



584-597 



620-635 



646-658 



751-758 



26-114 



74-125 



90-110 
100-609 



179-216 



291-304 



104-128 



150-172 



176-191 



104-128 



150-172 



176-191 



5-50 



79-86 



80-103 



95-115 



119-133 



314-330 



16-46 



34-113 



142-173 



55-203 



231-263 
347-363 



534-558 



632-663 



1-33 



33-48 



85-115 



10-78 



113-172 



211-272 



309-370 
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1 SEQ 
ID 


Model 


Description 


E_value 


Score 


Repeats 


Position 


2265 

j 


DNAjpol_B_2 


DNA polymerase type B, organellar 
and 


0.018 


7.9 


1 


326-3 o2 


2265 


OapA 


Opacity-associated protein A 


0.44 


2.4 


I 


lor n cn 

33D-3D / 


2265 


ig 


Immunoglobulin domain 


0.0012 


16.6 


5 


404-403 


2265 


is 


Immunoglobulin domain 


7.7e-07 


28.5 


6 


r AA CCA 

5UU-304 


2269 


efhand 


EF hand 


2.8e-08 


33.9 


I 


60-88 | 


2269 


COX 17 


Cytochrome C oxidase copper 
chaperone 


0.42 


4.2 


I 


85-92 j 


2269 


efhand 


EF hand 


0.0033 


15.3 


2 


C\£L 11/1 

96-124 


2269 


efhand 


EF hand 


8.5e-05 


21.1 


3 


111 1 £T 1 I 

133-161 j 


2269 


PCRF 


PCRF domain 


0.43 


6.1 


I 


160-176 


2269 


DUF21 


Domain of unknown function DUF21 


0.18 


6.4 


l 


165-189 


2269 


efhand 


EF hand 


5e-09 


36.7 


4 


169-197 


2270 


UPF0061 


Uncharacterized ACR, YdiU/UPF0061 
fam 


1.2e-14 


51.3 


l 


15-61 


2270 


UPF0061 


Uncharacterized ACR, YdiU/UPF0061 
fam 


6.8e-52 


182.6 


2 


95-275 


2270 


Flavodoxin 2 


Flavodoxin-like fold 


0.66 


3.3 


l 


369-384 


2270 


UPF0061 


Uncharacterized ACR, YdiU/UPF0061 
fam 


1.2e-05 


19.1 


3 


399-440 


2270 


UPF0061 


Uncharacterized ACR, YdiU/UPF0061 
fam 


1.9e-49 


174.5 


4 


501-654 | 


2270 


Flavodoxin 2 


Flavodoxin-like fold 


0.66 


3.3 


2 


748-763 


2270 


UPF0061 


Uncharacterized ACR, YdiU/UPF0061 
fam 


1.2e-05 


19.1 


5 


778-819 


2271 


UPF0061 


Uncharacterized ACR, YdiU/UPF0061 
fam 


1.2e-14 


51.3 


l 


15-61 | 


2271 


UPF0061 


Uncharacterized ACR, YdiU/UPF0061 
fam 


6.8e-52 


182.6 


2 


95-275 


2271 


Flavodoxin 2 


Flavodoxin-like fold 


0.66 


3.3 


l 


369-384 

y\ 4 4 [ 


2271 

1 


UPF0061 


Uncharacterized ACR, YdiU/UPF0061 
fam 


1.2e-05 


19.1 


3 


399-440 


2271 


UPF0061 


Uncharacterized ACR, YdiU/UPF0061 
fam 


1.9e-49 


174.5 


4 


501-654 


2271 


Flavodoxin 2 


Flavodoxin-like fold 


0.66 


1 3.3 


2 


/4o-/o3 1 


2271 


UPF0061 


Uncharacterized ACR, YdiU/UPF0061 
fam 


1 .2e-05 


19.1 


5 


7/0-0 19 


2272 


7tm_l 


7 transmembrane receptor (rhodopsin 
fam 


9.7e-25 


| 72.7 


1 


1 1 f\*7 j 

1-1 U / 


2273 


LRR 


Leucine Rich Repeat 


0.00057 


16.1 


1 


40-63 


2273 


LRR 


Leucine Rich Repeat 


0.004 


I 13.3 


3 


OQ 1 1 "3 


2273 


LRR 


Leucine Rich Repeat 


0.84 


! C A 

1 5.4 


4 


11/1 1 1 1 


2274 


AMP -binding 


AMP-binding enzyme 


6.9e-18 


I 64. 1 


1 


on 1 u c 

zU-133 ] 


2275 


cytochrome c 


Cytochrome c 


0.92 


3.7 


1 


cm 1 i n ! 
y4- 1 1 U ; 


2275 


cNMP binding 


Cyclic nucleotide-binding domain 


1.5e-15 


| 57.4 


i 
1 


01 ^ ' 

izo-Zio [ 


2275 


RasGEFN 


Guanine nucleotide excnange iactor io 


0 0002*3 


17 5 


1 


241-285 


2275 


Pseu avirulence 


Avirulence protein 


0.91 


1.9 


1 


272-285 


2275 


PDZ 


PDZ domain (Also known as DHR or 
GLGF 


2e-09 


35.0 


1 


361-412 


2276 


cytochrome__c 


Cytochrome c 


0.92 


3.7 


1 


94-110 


2276 


cNMP binding 


Cyclic nucleotide-binding domain 


1.5e-15 


57.4 


1 


126-216 


2276 


RasGEFN 


Guanine nucleotide exchange factor fo 


0.00023 


17.5 


1 


241-285 


2276 


Pseu avirulence 


Avirulence protein 


0.91 


1.9 


1 


272-285 


1 2276 


PDZ 


PDZ domain (Also known as DHR or 


2e-09 


| 35.0 


1 


361-412 
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TABLE 4B 



SEQ 
ID 


Model 


Description | 


E_value 


Score 


Repeats 


JrOMViUU 






GLGF L 











2280 


Ricin B lectin 


QXW lectin repeat L 


a i a 
0.14 


o.z 




^0-77 


2280 


MCR_beta_N 


Methyl-coenzyme M reductase beta 
subun 


0.9o 


1 1 

z. 1 


1 


u o / w 


2281 


ArsA ATPase 


Anion-transportmg ATPase 


A C/1 


i 1 
o. 1 


1 


76-52 


2281 


ParA 


ParA family ATPase 1 


1 .4e-25 


89.8 


j 


111-202 


2281 r 


SCF 


Stem cell factor 


1 1 _ 

l.le-27 


9U.4 





906-759 


2281 


FH2 


Formin Homology 2 Domain 1 


0.02/ 


c s? 
o.o 





791-7^8 


2282 


cadherin 


Cadherin domain 1 


/*■ _ OA 

oe-zO 


/ 1.3 


_i 




2282 


cadherin 


Cadherin domain 


5.9e-21 


/4.o ! 


2l 


1 1 S-1 01 

i 1 0 1 ^ J- 


2283 


cadherin 


Cadherin domain 1 


6e-20 


71.3 


\ 


J-O 1 


2283 


cadherin 


Cadherin domain 1 


5.9e-21 


74. o 




1 1 S-1 Q1 


2284 


PH 


PH domain 1 


7.9e-10 


33.6 


i 


4-92 


2284 


DUF1041 


Domain of Unknown Function 
(DUF1041) 


l.6e-07 


O O 1 

28.1 




9A^ 917 


2285 


Renal dipeptase 


Renal dipeptidase j 


9.3e-05 


1 r o 

15.8 


J 


7J. 1 09 
/H" 1\JZ 


2286 


aa permeases 


Amino acid permease I 


7e-24 


89.2 


-j 


1^ 9QA 


2286 


Pox 15 


Poxvirus protein 15 i 


0.24 


6.0 


— 


1 09 
oD- 1UZ 


2286 


serine carbpept 


Serine carboxypeptidase 


r\ At 

0.41 


2.3 




OA1 191 


2287 


THF DHG CYH 


Tetrahydrofolate dehydrogenase/cycloh | 


2.3e-ll 


32. / 


"1 


69-1 9^ 

DZ~ 1 *->•-> 


2287 


THF DHG CYH 
C 


Tetrahydrofolate dehydrogenase/cycloh 1 


6.1e-10 


36.6 


i 

— 


125-171 


2287 


FTHFS 


Formate-tetrahydrofolate ligase 


0 


1 

13oj. 

i 
1 


— 


109-091 


2288 


acid phosphat 


Histidine acid phosphatase 


0.03o 


^ Q 




iqi -407 


2288 


FMN red 


NADPH-dependent FMN reductase 


0.94 


1 
3.3 


— j 

— 




2288 


acid phosphat 


Histidine acid phosphatase 


O.Oz 


7 Q 


— 




2288 ' 


Ribosomal L6 


Ribosomal protein L6 


A O 1 

0.21 


/ .z 


— 




2290 


PI-PLC-X 


Phosphatidylmositol-specmc 
phospholipase 


O On 1 /I 

3.oe-14 


^A A 






2292 


ABGJxansport 


AbgT putative transporter family 


U.ol 


1 0 
1 .z 


-j 


21-34 


2292 


7tm 1 


7 transmembrane receptor (rhodopsin f 


1.6e-30 


90.1 


i 


48-297 


2292 


HECT 


HECT-domam (ubiquitin-transferase) 


! A If 

0.15 


D .3 


— 


981-298 


2293 


tsp 3 


Thrombospondin type 3 repeat 


I 0.0005 8 


1 < o 






2293 


1 tsp 3 


Thrombospondin type 3 repeat 


1 0.0033 


13.4 


Z 




2293 


j tsp 3 


Thrombospondin type 3 repeat 


0.0011 


15.0 


3 


51-66 


2293 


1 tsp 3 


Thrombospondin type 3 repeat 


1 0.00057 


1 C Q 


A 


74-R6 

/H-OO 


2293 


1 tsp 3 


Thrombospondin type 3 repeat 


| 0.0015 


1 A £Z 
14.0 


0 


i 1 A-1 96 

1 It- 1 ZjKj 


2293 


i tsp 3 


Thrombospondin type 3 repeat 


0.03 


10.3 


7 


127-142 


2293 


TSPC 


Thrombospondin C-terminal region 


7.1e- 
176 


C C\ A A 

594.4 


1 


1 fn 1^7 

10 /~jO / 


2293 


Mndl 


Mndl family 


0.68 


3.4 





1££ 17A 


2294 


Vps52 


Vps52 / Sac2 family 


0.087 


3.9 




1 <A 1 fil 


2294 


Complex l_17J2k 
D 


NADH:ubiquinone oxidoreductase 17.2 
k 


0.25 


6.1 


■ 1 


562-587 


2294 


mRNA triPase 


mKJN A. capping enzyme, ueui ciidm 


1 0.33 


4.0 


— x 


934-966 


2294 


DUF424 


Protein of unknown function (DUF424) 


0.79 


4.6 




1002- 
1017 


2295 


sodcu 


Copper/zinc superoxide dismutase 
(SOD 


1 


2.0 




10-23 


2295 


DapB C 


Dihydrodipicolinate reductase, C-term 


0.84 


4.5 




17-31 


2295 


PTR2 


POT family 


1.9e- 
104 


357.1 




82-475 


2296 


FH2 


Formin Homology 2 Domain 


1 0.0052 


11.5 


1 


98-144 
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SEO 1 
ID 


Model 


Description 


E_value 


Score 


Repeats 


Position 


2296 


NTP transf 2 


Nucleotidyltransferase domain 


0.049 


7.4 


1 


104-170 


2296 


FH2 


Formin Homology 2 Domain 


1 .6e-05 


20.9 


2 


158-186 


2297 


zf-C2H2 


Zinc finger, C2H2 type 


0.01 


15.5 


1 


1-21 


2297 


XPA_N 


XPA protein N-tenninal 


0.51 


5.7 


1 


24-36 


2297 


TFIIS 


1/6 1 9\. 31 39 


0.16 | 


7.4 


2 


27-37 


2297 


zf-C2H2 


Zinc finger, C2H2 type 


6.7e-06 


28.3 


2 


27-49 | 


2297 


XPA N 


XPA protein N-terminal 


0.49 


5.8 


2 


52-64 


2297 


TFIIS 


1/6 1 9 r. 31 39 


0.18 


7.2 


3 


55-65 


2297 


zf-C2H2 


Zinc finger, C2H2 type 


4e-06 


29.2 


3 


55-77 


2297 


TFIIS 


1/6 1 9|\ 31 39 


0.51 


5.7 


4 


83-93 


2297 


zf-C2H2 


Zinc finger, C2H2 type 


2.7e-05 


25.9 


4 


83-105 


2297 


zf-C2H2 


Zinc finger, C2H2 type 


7.8e-07 


32.1 


5 


111-133 


2297 


XPA N 


4/5 108 120.. 1 13 


0.45 


5.9 


5 


136-148 


2297 


eIF5 eIF2B 


Domain found in IF2B/IF5 


0.95 


3.5 


1 


139-149 


2297 


TFIIS 


1/6 1 9|\ 31 39 


0.069 


8.7 


6 


139-149 


2297 


Transposase 12 


Transposase 


0.48 


3.6 


1 


139-165 


2297 


zf-C2H2 


Zinc finger, C2H2 type 


6.6e-07 


32.4 


6 


139-161 


2298 


Sprouty 


Sprouty protein (Spry) 


1.2e-17 


55.0 


1 


70-107 


2299 


HAMP 


HAMP domain 


0.21 


7.3 


1 


9-42 


2299 


PA 


PA domain 


3.6e-19 


65.4 


1 


155-255 


2299 


Peptidase M28 


Peptidase family M28 


2e-118 


403.6 


1 


332-585 


2299 


Borrelia lipo 


Borrelia burgdorferi virulent strain 


0.98 


2.5 


1 


591-604 


2299 


TFR dimer 


Transferrin receptor-like dimerisatio 


le-65 


228.5 


1 


597-739 


2300 


GvpG 


Gas vesicle protein G 


0.088 


6.7 


1 


43-75 


2301 


Sema 


Sema domain 


5.5e-05 


17.6 


1 


34-113 


2303 


ZZ 


Zinc finger, ZZ type 


le-12 


48.2 


1 


5-50 


2303 


SoxD 


Sarcosine oxidase, delta subunit fami 


0.97 


4.2 


1 


79-86 


2303 


zf-C2H2 


Zinc finger, C2H2 type 


0.00067 


20.3 


1 


80-103 


2303 


zf-C3HC4 


Zinc fineer, C3HC4 type (RING finger) 


0.3 


t 3.6 


1 


95-115 


2303 


SPDY 


Domain of unknown function 
(DUF317) 


0.6 


4.4 


1 


119-133 


2303 


Dil9 


Drought induced 19 protein (Dil9) 


0.00056 


13.0 


1 


314-330 


2305 


ig 


Immunoglobulin domain 


1.7e-05 


23.4 


1 


37-114 


2305 


| Phage cap_E 


Phage major capsid protein E 


0.79 


2.8 


I 


128-137 


2306 


MHC J 


Class I Histocompatibility antigen, d 


9.2e~ 
142 


481.1 


1 


32-210 


2306 


DUF497 


Protein of unknown function (DUF497) 


0.2 


6.7 


1 


50-63 


2306 


i ig 


Immunoglobulin domain 


7.9e-09 


35.9 


1 


227-292 


2306 


DUF395 


YeeE/YedE family (DUF395) 


0.19 


7.2 


1 


317-342 




! LBP BPI CETP 

c 


LBP / BPI / CETP family, C-terminal 
do 


5.8e-05 


18.1 


1 


15-98 


2307 


LBP BPI CETP 

1 c 


LBP / BPI / CETP family, C-terminal 
do 


0.7 


3.5 


2 


113-138 




LBP BPI CETP 

c 


LBP / BPI / CETP family, C-terminal 
do 


5.8e-05 


18.1 


1 


15-98 


2308 


LBP BPI CETP 
C 


LBP / BPI / CETP family, C-terminal 
do 


0.7 


3.5 


2 


113-138 


2309 


LBPJ3PI_CETP 
C 


LBP / BPI / CETP family, C-terminal 
do 


5.8e-05 


18.1 


1 


15-98 


2309 


LBP BPI CETP 
C 


LBP / BPI / CETP family, C-terminal 
do 


0.7 


3.5 


2 


113-138 


2310 


LBP BPI_CETP 

C 


LBP / BPI / CETP family, C-terminal 
do 


5.8e-05 


18.1 


1 


15-98 


2310 


LBP BPI CETP 


LBP / BPI / CETP family, C-terminal 


0.7 


1 3.5 


2 


113-138 
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SEQ 
ID 


Model 1 


Description 


E__value 


Score 


Repeats 


Position 




C 


do 










2311 


Secretogranin V 1 


Neuroendocrine protein 7B2 precursor 


2.8e- 
136 


462.9 


1 


10-214 


2312 


Cyto heme_lyase 1 


Cytochrome c/cl heme lyase 


0.82 


1.8 


! 


97-120 


2313 


PMP22 Claudin [ 


PMP-22/EMP/MP20/Claudin family 


6.9e-46 


159.3 




8-185 


2313 


Acyl transf_3 1 


Acyltransferase family 


0.12 


6.3 


i 


110-155 


2314 


Cna B 


Cna protein B-type domain 


0.17 


5.9 


i 


52-85 


2314 


PDZ 


PDZ domain (Also known as DHR or 
GLGF 


8.1e-12 


43.4 


i 


52-130 


2315 


PID 


Phosphotyrosine interaction domain 
(PT 


3.3e-47 


160.5 


i 


46-172 


2317 


pkinase I 


Protein kinase domain 


8.3e-74 


255.4 




22-282 


2318 


lipocalin 1 


Lipocalin / cytosolic fatty-acid binding 
P 


2.3e-42 


150.9 


i — 


58-206 


2318 


Triabin 1 


Triabin 


0.0018 


12.1 




139-156 


2319 


lactamase B | 


Metallo-beta-lactamase superfamily 


2.3e-06 


24.6 


i 


26-74 


2320 


annexm 


Annexin 


2.5e-05 


21.2 




1-20 


2320 


annexin 


Annexin 


l.le-29 


107.6 


2 


26-92 


2320 


annexin 


Annexin 


9.7e-28 


100.7 


3 


109-176 


2320 


annexin 1 


Annexin 


2.8e-33 


120.4 


4 


185-251 


2321 


SNF 


Sodiummeurotransmitter symporter 
fam 


9.5e- 
260 


873.0 


1 


38-417 


2321 


ATP-sulfurylase 


ATP-sulfurylase 


0.28 


3.8 


1 


42-64 


2321 


DUF900 


Protein of unknown function (DUF900) 


0.98 


2.8 


1 


251-263 


2323 


Glypican 


Glypican 


2.4e-60 


201.2 


1 


3-115 j 


2324 


PAP assoc 


PAP/25 A associated domain 


1.6e-14 


51.8 


1 


274-333 


2324 


Isochorismatase 


Isochorismatase family 


0.49 


4.1 


1 


484-520 


2326 


Sec23 trunk 


Sec23/Sec24 trunk domain 


0.47 


4.0 


1 


22-33 


2326 


Hydrolase 


haloacid dehalogenase-like hydrolase 


0.77 


3.7 


1 


26-56 


2327 


Sec23 trunk 


Sec23/Sec24 trunk domain 


0.47 


4.0 




22-33 


2327 


Hydrolase 


haloacid dehalogenase-like hydrolase 


0.77 


3.7 


1 


26-56 


2328 


A2M 


Alpha-2-macroglobulin family 


6.3e-23 


75.5 


1 


4-86 


2329 


A2M 


Alpha-2-macrogl obulin family 


6.3e~23 


75.5 




4-86 


2330 


A2M 


Alpha-2-macroglobulin family 


6.3e-23 


75.5 


1 


4-86 


2331 


A2M 


Alpha-2-macroglobulin family 


6.3e-23 


75.5 


1 


4-86 


2332 


A2M 


Alpha-2-macroglobulin family 


6.3e-23 


75.5 


1 


4-86 


2333 


COesterase 


1 Carboxylesterase 


4.3e-42 


142.8 


1 


8-142 


2333 


A2M_N 


Alpha-2-macroglobulin family N- 
termina 


0.83 


2.3 


1 


12-28 


2334 


EGF 


! EGF-like domain 


0.017 


11.7 


1 


5-26 


2334 


TIL 


Trypsin Inhibitor like cysteine rich 
I doma 


0.85 

t 


3.5 


1 


10-26 


2336 


Corona NS4 


| Coronavirus non-structural protein NS 


0.47 


3.5 


1 


20-43 


2336 


ig 


Immunoglobulin domain 


0.052 


10.4 




57-119 


2336 


fh3 


Fibronectin type III domain 


2.4e-16 


58.5 


- 1 


145-231 


2339 


Keratin B2 


Keratin, high sulfur B2 protein 


le-19 








2340 


Keratin B2 


Keratin, high sulfur B2 protein 


le-19 


69.2 




21-145 


2341 


Keratin B2 


Keratin, high sulfur B2 protein 


le-19 


69.2 




21-145 


2342 


abhydrolipase 


! ab-hydrolase associated lipase region 


1.9e-32 


117.8 




87-157 


2342 


abhydrolase 


alpha/beta hydrolase fold 


9.5e-19 


67.6 




171-448 


2343 


abhydro_lipase 


ab-hydrolase associated lipase region 


1.9e-32 


117.8 




87-157 


2343 


abhydrolase 


j alpha/beta hydrolase fold 


9.5e-19 


67.6 




171-448 


2344 


7tm_3 


1 7 transmembrane receptor 
1 (metabotropic 


0.75 


3.2 




26-47 
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2344 



2344 
2344 



2345 



2345 



2346 



2346 



2347 



2347 



2347 



2347 



2347 



2348 



2350 



2350 



2350 



2351 



2351 



2351 



2352 



2353 



2353 



2353 



2354 



2354 



2354 



2355 



2359 



2360 



2360 



2360 



2360 



2360 



2360 



2360 



2361 



2361 



2362 



2363 



2364 



2365 



2365 



2370 



2372 



2372 



Model 



7tm 3 



Condensation 



7tm 3 



Description 



7 transmembrane receptor 
(metabotropic 



Condensation domain 



GASA 



lectin c 



GASA 



lectin c 



7tm 1 



endotoxin N 



Pox D2 



7tm 1 



PAZ 



Hanta G2 



An peroxidase 



7tm 1 



Peptidase_Cl 



An peroxidase 



7tm 1 



PeptidaseCl 



Arch fla DE 



UBX 



FTCD C 



3H 



Torsin 



2_5 ligase 



DUF254 



SPX 



DUF895 



7 transmembrane receptor 
(metabotropic 



Gibberellin regulated protein 



Lectin C-type domain 



Gibberellin regulated protein 



Lectin C-type domain 



7 transmembrane receptor (rhodopsin f 



delta endotoxin, N-terminal domain 



Pox virus D2 protein 



7 transmembrane receptor (rhodopsin f 



PAZ domain 



Hantavirus glycoprotein G2 



Animal haem peroxidase 



7 transmembrane receptor (rhodopsin f 



Papain family cysteine protease 



Animal haem peroxidase 



7 transmembrane receptor (rhodopsin f 



Papain family cysteine protease 



Archaeal flagella protein 



E value 



0.00057 



0.36 



1 .4e-05 



0.35 



1.3e-25 



0,35 



1.3e-25 



2.6e-50 



0.87 



0.93 



Score 



Repeats 



14.4 



4.2 



20.1 



1.3 



95.2 



1.3 



95.2 



149.5 



3.6 



1.2 



9.6e-48 



0.48 



0.098 



1.3e-91 



0.22 



0.76 



1.3e-91 



0.22 



0.76 



0.42 



UBX domain 



0.36 



Formiminotxansferase-cyclodeaminase 



3H domain 



Torsin 



2',5' RNA ligase family 



SAND family protein 



SPX domain 



RWD 



g 



lobin 



eRFl 2 



zf-C3HC4 



DNAJigase_ZB 
D 



zf-MIZ 



ApoA-II 



TMS TDE 



sugar_tr 



Eukaryotic protein of unknown 
function 



RWD domain 
Globin 



eRFl domain 2 



Zinc finger, C3HC4 type (RING finger) 



NAD-dependent DNA ligase C4 zinc 
finge 



MIZ zinc finger 



Apolipoprotein A-II (ApoA-II) 



TMS membrane protein/tumour 
differentia 



IBN NT 



HIM 



Fascin 



DUF350 



Apolipoprotein 



2373 



2373 



2374 



F5 F8_type_C 



Apolipoprotein 



F5 F8_type_C 



Ribosomal S3 C 



Sugar (and other) transporter 



Immunoglobulin domain 



Immunoglobulin domain 



Importin-beta N-terminal domain 
Haemagluttinin motif 



141.7 



4.7 



4.8 



311.6 



2.7 



2.1 



311.6 



2.7 



2.1 



5.0 



6.0 



0.21 



0.46 



3e-189 



0.13 



0.22 



0.84 



0.68 



9.8e-40 



0.048 



6.0 



6.2 



638.8 



7.6 



3.0 



1.0 



4.1 



142.2 



8.6 



0.72 



7.5e-10 



0.37 



0.28 



0.94 



0.048 



1.5e-05 



0.00079 



0.00079 



Fascin protein 



6.3e-16 



0.18 



0.29 



4.1 



27.9 



5.8 



4.6 



3.6 



5.2 



19.2 
17.2 



17.2 
58.6 



7.7 



0.7 



Domain of Unknown Function 
(DUF350) 



Apolipoprotein A1/A4/E family 



F5/8 type C domain 



Apolipoprotein A1/A4/E family 



F5/8 type C domain 



Ribosomal protein S3, C-terminal 



0.86 



5.1 



0.95 



3.4 



2.2e~36 



111.6 



0.95 



3.4 



2.2e-36 



111.6 



0.98 



3.4 



Position 



67-111 



159-171 
170-273 



25-54 

103-216 

25-54 

103-216 

99-348 

253-283 



366-379 



417-666 



540-567 
84-112 
2-232 
24-32 



117-134 
2-232 



24-32 

117-134 

86-99 



141-159 
188-218 
248-260 



17-288 



101-133 
110-129 
66-86 



183-199 



17-131 
94-126 



120-133 



141-207 
202-213 



203-213 



267-278 
33-63 



65-138 
42-98 
42-98 
65-109 



375-391 
808-818 
106-128 



54-78 



84-171 



54-78 



84-171 



65-71 
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Repeats I 


Position 






domai 1 










2374 


Ricin B_lectin ! 


QXW lectin repeat 1 


0.13 


8.4 


l ! 


1 /j-ZlKf 


2374 


Ricin B lectin | 


QXW lectin repeat 1 


0.00073 


16.5 


2 | 




2375 


pkinase I 


Protein kinase domain j 


1.2e-ll 


41.7 ! 


J L 


OO 1 1 Q 


2377 


PH 


PH domain 


0.023 


9.0 


J L 


43- o 1 


2377 


BTK 


BTK motif | 


1.9e-06 


26.9 




1 AC 1/11 

1U3-141 


2379 


EGF 


EGF-like domain 


0.047 


10.1 


i 


1-17 


2379 


EGF 


EGF-like domain 1 


3.7e-07 


28.6 




33-68 


2379 


EB 


EB module 1 


0.73 


4.1 


1 


39-68 


2380 


M tail 1 


Myosin tail 1 


0.32 


4.7 


1 


192-222 


2380 


SurE ' 


Survival protein SurE 1 


0.68 


2.6 


1 


317-330 


2380 


Pox All 


Poxvirus Al 1 Protein 1 


0.17 


3.2 


1 


364-3S2 


2385 


7tm 1 


7 transmembrane receptor (rhodopsin f 1 


8.6e-47 


138.9 


1 


83-332 


2386 


7tm 1 


7 transmembrane receptor (rhodopsin f 1 


8.6e-47 


138.9 


1 


83-332 


2388 


Calcyon 1 


Dl dopamine receptor-interacting 
protein 


3.7e-42 


136.9 


1 


1-66 


2389 


IL1 


Interleukin-1 / 18 1 


2.6e-23 


83.4 


1 


i—i c\ 1 OA 

79-180 


2390 


filament [ 


Intermediate filament protein 


7.3e-68 


235.6 


1 


o 1 on 
2-189 


2390 


K-box 


K-box region i 


0.11 


7.0 




11-29 


2390 


bZIP 


bZIP transcription factor 


0.2 


7.0 


i 


49-86 


2390 


Ribosomal L29 


Ribosomal L29 protein 1 


0.71 


5.2 




104-130 


2392 


MgpC 


MgpC protein precursor i 


0.99 


2.8 


i 


1-27 


2393 


filament 


Intermediate filament protein 


1.8e-14 


54.6 


l 


9-80 


2394 


Peptidase M10 


Matrixin 


4.5e-47 


166.6 


1 


11-103 


2394 


Peptidase JM 10 


Matrixin 


9.2e-17 


64.0 




107-145 


2395 


Peptidase M10 


Matrixin 


4.5e-47 


166.6 


1 


11-103 


2395 


Peptidase M10 


Matrixin 


9.2e-17 


64.0 


\ 


1 /\^7 1 A C 

1 07-145 


2396 


SUFU 


Suppressor of fused protein (SUFU) 


0 


1218. 
3 




3-484 


2397 


LBP_BPI_CETP 


LBP / BPI / CETP family, N-terminal 
doma 


3.4e-20 


69.4 


1 


1 O 1 /AO 

38-103 


2398 


MCPsignal 


Methyl-accepting chemotaxis protein ( 


0.21 


A ** 

4.1 


1 


363-379 


2399 


| MCPsignal 


Methyl-accepting chemotaxis protein ( 


0.21 


A -4 

4.1 




363-379 


2402 


DUF846 


| Eukaryotic protein of unknown functio 


4.3e-05 


15.0 


i 


63-93 


2405 


UK 


i Virulence determinant 


0.083 


7.0 


1 


1 48-72 


2405 


TIP 120 


TBP (TATA-binding protein) -interacti 


0 


3271. 
6 


1 


59-1252 


2405 


HEAT 


HEAT repeat 


0.093 


8.3 


2 


|i ooi ion 

282-32U 


2405 


HEAT 


HEAT repeat 


0.04 


9.5 


3 


1 377-398 


2405 


| Armadillo_seg 


| Armadillo/beta-catenin-like repeat 


0.2 


8.0 


2 


| 710-750 


2406 


I lectin_c 


| Lectin C-type domain 


| 2.5e-16 


64.4 


1 


i 1 <CO T7/1 

| loo-Z/4 


2412 


PTE 


( Phosphodiesterase family 


8.2e- 
207 


697.2 


1 


! o o o on 

38-380 


2412 


gntR 


Bacterial regulatory proteins, gntR f 


0.17 


7.0 


1 


1 1/11 1 £Zf\ 

j 141-160 


2414 


| filament 


Intermediate filament protein 


0.28 


5.0 


— j 


i no ooo 
199-228 


2414 


1 Transposase_8 


1 Transposase 








200-220 


2414 


DUF972 


Protein of unknown function (DUF972) 


0.76 


4.2 




201-245 


2414 


Rop 


1 Rop protein 


0.55 


3.6 




242-249 


2414 


MoaE 


| MoaE protein 


0.18 


7.2 




467-480 


2414 


WH2 


WH2 motif 


0.14 


8.9 




468-485 


2419 


1 Pox int trans 


i Poxvirus intermediate transcription fa 


0.092 


5.7 




119-147 


2419 


ABA WDS 


| ABA/WD S induced protein 


0.81 


4.5 




185-201 


2419 


DUF738 


i Protein of unknown function (DUF738) 


0.89 


3.3 




297-316 


2419 


| IpaB EvcA 


| IpaB/EvcA family 


| 0.65 


3.8 




1 460-485 
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2420 


PS Dcarbxylase 


Phosphatidylserine decarboxylase 


3.9e-60 


209.9 


1 


80-323 


2422 


DUF199 


Uncharacterized BCR, COG1481 


0.5 


3.4 


1 


138-154 


2423 


ADP_PFK__GK 


ADP-specific 

Phosphofructokinase/Gluco 


4.1e- 
208 


701.5 


1 


6-408 


2423 


Mannitol dh 


Mannitol dehydrogenase 


0.052 


6.8 


1 


310-329 


2424 


ASFV_L11L 


African swine fever virus (ASFV) 
L11L 


0.89 


3.1 




8-19 


2428 


Ribosomal S25 


S25 ribosomal protein 


0.00053 


15.1 


1 


12-43 


2429 


ank 


Ankyrin repeat 


0.011 


12.7 


1 


1-18 


2429 


ank 


Ankyrin repeat 


0.0036 


14.4 


2 


19-51 


2429 


ank 


Ankyrin repeat 


1.5e-ll 


44.5 


3 


52-84 


2429 


ank 


Ankyrin repeat 


1.2e-08 


34.1 


4 


85-117 


2429 


ank 


Ankyrin repeat 


3.3e~08 


32.5 


5 


118-150 


2429 


ank 


Ankyrin repeat 


3.4e-ll 


43.2 


6 


151-183 


2429 


ank 


Ankyrin repeat 


1.3e-08 


33.9 


7 


184-217 


2429 


ank 


Ankyrin repeat 


0.0027 


14.9 


8 


218-250 


2429 


ank 


Ankyrin repeat 


8.5e-08 


31.1 


9 


251-283 


2429 


ank 


Ankyrin repeat 


0.013 


12.4 


10 


284-308 


2429 


ank 


Ankyrin repeat 


8.3e-08 


31.1 


11 


335-367 


2429 


ank 


Ankyrin repeat ! 


l.le-09 


37.8 


12 


368-400 


2429 


ank 


Ankyrin repeat 


6.9e-07 


27.8 


13 


401-461 


2429 


endonuclease 7 


Recombination endonuclease VII 


0.034 


9.6 




417-441 


2429 


ank 


Ankyrin repeat 


0.0047 


14.0 


14 


462-485 


2430 


trypsin 


Trypsin 


1.5e-23 


72.8 


1 


61-237 


2430 


PDZ 


PDZ domain (Also known as DHR or 
GLGF) 


5.1e-08 


30.0 


1 


285-339 


2431 


vwc 


von Willebrand factor type C domain 


5.4e-05 


19.0 


1 


66-105 


2432 


MethyltransfD12 


D12 class N6 adenine-specific DNA 
met 


1.4e-36 


128.4 


1 


39-163 


2432 


Ribosomal LI 


Ribosomal protein Llp/LlOe family 


0.57 


1.6 


1 


99-117 


2433 


lipocalin 


Lipocalin / cytosolic fatty-acid binding 
pr 


4.7e-ll 


42.2 




12-80 


2434 


tRNA anti 


OB-fold nucleic acid binding domain 


2.7e-15 


56.4 


1 


71-145 


2434 


tRNA-synt 2 


tRNA synthetases class II (D, K and N 


2.2e-59 


207.4 


1 


1 62-410 


2434 


Transglutamin_C 


Transglutaminase family, C-terminal i 


0.79 


4.1 


1 


229-256 


2434 


RNA helicase 


RNA helicase 


0.13 


5.7 


1 


266-308 


2435 


FAD binding_2 


FAD binding domain 


1.6e-53 


181.4 


-j 


22-117 


2436 


RasGEF 


RasGEF domain 


6.8e-18 


69.6 




35-115 


2437 


KH 


KH domain 


3.8e-17 


61.6 


1 


78-124 


2437 


Peripla BP 2 


Periplasmic binding protein 


0.71 


3.5 


1 


116-132 


2437 


KH 


KH domain 


2.4e-10 


38.1 




162-189 


2439 


transket pyr 


Transketolase, pyridine binding domai 


1.6e-51 


176.9 


1 


76-254 


2439 


DUF924 


Bacterial protein of unknown function 


0.88 


2.8 




77-98 


2439 


Indigoidine_A 


Indigoidine synthase A like protein 


0.51 


4.4 


1 


233-247 


2439 


transketolase C 


Transketolase, C-terminal domain 


9.7e-42 


137.2 


1 


272-398 


2440 


Calsequestrin 


Calsequestrin 


8.5e- 
292 


979.5 




\ 42-427 


2440 


thiored 


Thioredoxin 


0.057 


9.0 




160-189 


2441 


Bacillus_PapR 


Bacillus PapR protein 


0.68 


3.6 




62-77 


2441 


arf 


ADP-ribosvlation factor family 


0.76 


2.9 




290-312 


2441 


RNA_capsid 


Calicivirus putative RNA 
polymerase/ca 


0.65 


1.9 




346-355 


2442 


ig 


Immunoglobulin domain 


2.7e-09 


37.6 




35-112 


2442 


Relaxase 


Relaxase/Mobilisation nuclease domain 


0.91 


3.4 




71-90 
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2442 


virus P-coat 


Viral coat protein 


0.7 


4.0 


1 


140-152 


2442 


ig 


Immunoglobulin domain 


9.8e-07 


28.1 


2 


156-230 


2445 


cadherin 


Cadherin domain 


0.045 


8.9 


1 


77-106 


1 2445 


cadherin 


Cadherin domain 


1.4e-14 


52.6 


2 


150-245 


2445 


cadherin 


Cadherin domain 


4.8e-24 


85.5 


3 


259-350 


2445 


cadherin 


Cadherin domain 


3.6e-14 


"5L1 [ 


4 


364-455 


2445 


cadherin 


Cadherin domain 


2.9e-22 


79.4 


5 


469-565 


^2445 


HemaJHEFG 


Hemagglutinin domain of 
haemagglutini 


0.25 


4.6 


1 


515-531 


2445 


cadherin 


Cadherin domain 


8.2e-14 


49.9 


6 


594-677 


2447 


ShTK 


ShTK domain 


0.92 


3.9 


1 


74-82 


2448 


zf-C2H2 


Zinc Finger, C2H2 type 


0.00076 


20.0 




50-73 


2448 


zf-C2H2 


Zinc finger, C2H2 type 


0.036 


13.3 


3 


80-106 


2448 


zf-C2H2 


Zinc finger, C2H2 type 


0.00095 


19.6 


5 


198-221 


2450 


Alpha L_fucos 


Alpha-L-fucosidase 


0.018 


8.4 


1 


10-34 


2451 


TCTP 


Translationally controlled tumour 
protein 


7.3e-13 


42.0 


1 


20-54 


2452 


Herpes gG 


Glycoprotein GG/GX 


0.39 


2.9 


1 


29-54 


2452 


Osteopontin 


Osteopontin 


l.le- 
128 


410.7 


1 


42-218 


2452 


Flu Ml 


Influenza Matrix protein (Ml) 


1 


3.0 


1 


52-65 


2453 


serpin 


Serpin (serine protease inhibitor) 


0.99 


2.0 


1 


68-92 


2454 1 


HATPase c 


Histidine kinase-, DNA gyrase B-, and 


3.8e-15 


54.5 


1 


92-240 


2454 


Pox N2L 


Poxvirus N2L protein 


0.18 


5.3 


1 


162-176 


2454 


DNA gyraseB 


DNA gyrase B 


4.1e-57 


199.9 


1 


286-446 


2454 


Fokl N 


Restriction endonuclease Fokl, recogn 


0.12 


6.3 


1 


530-539 


2454 


DNA_topoisoIV 


DNA gyrase/topoisomerase IV, subunit 


7.6e- 
190 


610.8 


1 


729- 
1196 


2454 


DUF188 


Uncharacterized BCR, Yail/Y qxD 
family 


0.025 


8.2 


1 


1171- 
1197 


2456 


PCI 


PCI domain 


0.27 


6.1 


1 


66-93 


2457 


Clq 


Clq domain 


6.3e-06 


23.8 


1 


98-138 


2458 


BTB 


BTB/POZ domain 


1.9e-17 


64.4 


1 


62-124 


2459 


LBP_BPI_CETP 


LBP / BPI / CETP family, N-terminal 
doma 


3.4e-20 


69.4 


1 


38-103 


2460 


LBP_BPI_CETP 


LBP / BPI / CETP family, N-terminal 
doma 


3.4e-20 


69.4 


1 


38-103 


2461 


LBP_BPI_CETP 


LBP / BPI / CETP family, N-terminal 
! doma 


3.4e-20 


69.4 


1 


38-103 


2462 


DUF408 


Domain of Unknown Function 
(DUF408) 


le-11 


42.8 


1 


1-43 


2462 


DUF584 


Protein of unknown function, DUF584 


0.67 


2.3 


1 


224-250 


2464 


j Securin 


Securin sister-chromatid separation 
inhibito 


1 


2.9 


1 


19-34 


2465 


Nuf2 


Nu£2 family 


3.3e- 

1 f\A 

1U4 


356.3 


1 


6-153 


2465 


Corona NS2A 


Coronavirus NS2A protein 


0.42 


2.3 


1 


133-139 


2465 


1 Syntaxin 


Syntaxin 


0.31 


6.3 


1 


142-242 


2465 


HR1 


Hrl repeat 


0.099 


7.1 


1 


192-219 


2465 


LEA 


Late embryogenesis abundant protein 


0.79 


5.0 


1 


254-279 


2465 


1 Mob Pre 


Plasmid recombination enzyme 


0.97 


1.9 


1 


366-376 


2465 


| G-gamma 


GGL domain 


0.08 


6.9 


1 


403-424 


2465 


OKR„DC_l_N 


Orn/Lys/Arg decarboxylase, N- 
tenninal 


0.19 


4.3 


1 


426-450 
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"W* * A.— —-a 

Position 


2466 


pkinase 


Protein kinase domain 


0.036 


7.9 




/TO 1 O'i 

oz-iz.? 


2466 


HEAT 


HEAT repeat 


0.13 


7.8 


i 


335-373 


2467 


UreE C 


UreE urease accessory protein, C-termi 


0.09 


7.9 




1 1 r\ 1 /i r\ 
1 I9-14U 


2467 


Pox A type inc 


Viral A-type inclusion protein repeat 


0.59 


6.3 


i 


194-215 


2470 


DUF563 


Protein of unknown function (DUF563) 


0.86 


2.4 


1 


36-47 


2471 


Furnarate red D 


Furnarate reductase subunit D 


0.28 


5.3 


1 


79-103 


2473 


zf-C3HC4 


Zinc finger, C3HC4 type (RING finger) 


2.9e-06 


17.8 


1 


59-96 


2473 


IBR 


IBR domain 


0.0064 


10.5 




11/1 
70-114 


2473 


zf-C3HC4 


Zinc finger, C3HC4 type (RING finger) 


0.029 


6.4 




124-144 


2474 


Aa_trans 


Transmembrane amino acid transporter 
P 


1.4e-41 


148.3 


1 


72-276 


2475 


Aajrans 


Transmembrane amino acid transporter 
P 


1.4e-41 


148.3 


i 


72-276 


2477 


LRR 


Leucine Rich Repeat 


0.093 


8.7 


1 


30-51 


2477 


LRR 


Leucine Rich Repeat 


0.57 


6.0 




56-77 


2478 


SAB 


SAB domain 


0.65 


5.3 


1 


57-82 


2478 


RPE65 


Retinal pigment epithelial membrane 
prote 


4.3e-27 


/"k 4fJ f— K 

91.2 


1 


85-202 


2479 


SAB 


SAB domain 


n. 44 _ 

0.65 


5.3 


1 


57-82 


2479 


RPE65 


Retinal pigment epithelial membrane 
prote 


4.3e-27 


91.2 


1 


85-zUz 


2480 


Pox A type inc 


Viral A-type inclusion protein repeat 


0.42 


6.8 


1 


1 o /in 


2480 


spectrin 


Spectrin repeat 


0.61 


4.8 


1 




2481 


CD34 antigen 


CD34 antigen protein 


0.88 


0.3 


1 




2481 


DUF999 


Protein of unknown function (DUF999) 


0.28 


5.1 


1 


1 A K 


2481 


BCL N 


BCL7, N-terminal conserver region 


0.39 


6,1 


1 


1 'T/l 1 


2481 


serpin 


Serpin (serine protease inhibitor) 


3.7e-24 


O 1 o 

81.8 


1 


43 1-340 


2482 


PMP22 Claudin 


PMP-22/EMP/MP20/Claudm family 


3.7e-89 


306.4 


1 


/in o 1 c 


2482 


mce 


mce related protein 


0.74 


4.3 


— 


1 1 1Q 


2483 


PAP2 


PAP2 superfamily 


AC 1 C 

4.5e-l5 


54.4 


— 


1A 1 KQ 


2488 


SMC C 


SMC family, C-termmal domain 


1 1*7 

1.6e-17 


60.6 




A1 C 

HrLO-*t ID 


2488 


SMC C 


SMC family, C-terminal domain 


l.le-43 


150.2 


2 


All ^ACi 


2488 


Armadillo seg 


Armadlllo^eta-catenln-llke repeat 


A ^ 1/1 

4.6e-14 


53.0 


I 


jjioyi 


2488 


Armadillo seg 


Armadillo/beta-catenin-hke repeat 


1/1 V\0 

l.4e-08 


33.5 


3 


Dy4-0o4 


2489 


IER 


Immediate early response protein (IER) 


/\ A/TO 

0.063 


3.8 


A 


1 OA on^ 
iy4-zuo 


2490 


disintegrin 


Disintegrin 


3.3e-36 


1 no 1 

123.1 


— 


/I 7Q 


2490 


EGF 


EGF-like domain 


0.0023 


1 A O 

14.8 


— 


Zj 1-ZDcS 


2499 


ARPF 


Aromatic-Rich Protein Family 


1 A 1 fi 

l.4e-l0 


36.3 


A 


OQ Tl/I 

oy-zo4 


2502 


Pafl 


Pafl 


2.3e-17 


65.0 




l-O 1 


2502 


ig 


Immunoglobulin domain 


0.015 


12.4 


i 


68-113 


2502 


ank 


Ankyrin repeat 


0.025 


11.4 




1 00-ZU4 


2504 


PH 


PH domain 


0.028 


8.7 


i 


61-153 


2504 


DAGKc 


Diacylglycerol kinase catalytic domain 


j» — » — 4. 4k *4 4 

0.00051 


15.4 




1 1 O 1 o 

161-213 


2505 


ig 


Immunoglobulin domain 


0.069 


9.9 


i 


48-120 


2505 


ig 


Immunoglobulin domain 


6.5e-09 


36.2 




4l /* 4l 4<k 4 4-V 

161-219 


2506 


ig 


_ 111*1 * 

Immunoglobulin domain 


0.069 


9.9 




40- 1ZU 


2506 


ig 


Immunoglobulin domain 


6.5e-09 


36.2 




161-219 


2508 


7tm_l 


7 transmembrane receptor (rhodopsin 
famil 


8.2e-29 


85.0 




49-179 


2508 


7tm_l 


7 transmembrane receptor (rhodopsin 
famil 


1.6e-13 


39.1 


2 


210-267 


2517 


Acyl-CoA_dh_M 


Acyl-CoA dehydrogenase, middle 
domain 


0.0071 


11.7 


1 


99-136 


2517 


Acyl-CoA_dh 


Acyl-CoA dehydrogenase, C-terminal 


6.7e-50 


175.9 


1 


415-566 
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doma 










2518 


Acyl-CoA_dh_M 


Acyl-CoA dehydrogenase, middle 
domain 


0.0071 


11.7 


1 


99-136 


2518 


Acyl-CoA_dh 


Acyl-CoA dehydrogenase, C-terminal 
doma 


6.7e-50 


175.9 


1 


415-566 


2519 


Cation efflux 


Cation efflux family 


3e-09 


34.4 


1 


33-109 


2520 


CaMBD 


Calmodulin binding domain 


0.074 


7.8 


1 


451-467 


2520 


10 


IQ calmodulin-binding motif 


L3e-05 


22.1 


2 


473-493 


2520 


10 


IQ calmodulin-binding motif 


1.6e-05 


21.8 


3 


532-552 


2524 


PAP2 


PAP2 superfamily 

V J ■ 


7.6e-19 


67.8 


1 


39-151 


2525 


PAP2 


PAP2 superfamily 


7.6e-19 


67.8 


1 


39-151 


2529 


LRR 


Leucine Rich Repeat 


0.00025 


17.3 


1 


201-226 


2529 


LRU 


Leucine Rich Repeat 


0.0019 


14.3 


2 


227-246 


2529 


LRR 


Leucine Rich Repeat 


0.13 


8.1 


4 


272-297 


2529 


LRR 


Leucine Rich Repeat 


0.00025 


17.3 


5 


298-317 


2529 


LRR 


Leucine Rich Repeat 


5.2e-05 


19.6 


6 


319-342 


2529 


LRR 


Leucine Rich Repeat 


0.37 


6.6 


7 


343-368 


2530 


ig 


Immunoglobulin domain 


0.26 


7.8 


1 


55-122 


2530 




Immunoglobulin domain 


0.0043 


14.5 


2 


162-220 


2530 


ig 


Immunoglobulin domain 


0.00023 


19.2 


3 


267-321 


2531 


ig 


Immunoglobulin domain 


0.26 


7.8 


1 


55-122 


2531 


2 

ig 


Immunoglobulin domain 


0.0043 


14.5 


2 


162-220 


2531 


ig 


Immunoglobulin domain 


0.00023 


19.2 


3 


267-321 


2532 


tsp 1 


Thrombospondin type 1 domain 


2.9e-07 


25.9 


1 


59-103 


2533 


Guanylin 


Guanylin precursor 


0.0007 


9.1 


1 


12-35 


2533 


Apo-CII 


Apolipoprotein C-II 


3.4e-57 


200.2 


1 


34-111 


2534 


Guanylin 


Guanylin precursor 


0.0007 


9.1 


1 


12-35 


2534 


Apo-CII 


Apolipoprotein C-II 


3.4e-57 


200.2 


1 


34-111 


2536 


zf-C2H2 


Zinc finger, C2H2 type 


0.0012 


19.3 


1 279-301 


2536 


zf-C2H2 


Zinc finger, C2H2 type 


2.2e-06 


30.3 


2 


307-329 


2536 


zf-C2H2 


Zinc finger, C2H2 type 


0.086 


11.7 


3 


337-355 


2540 


FA desaturase 


Fatty acid desaturase 


5.1e-42 


145.2 


1 


8-159 


2541 


rnaseH 


RNaseH 


7.1e-16 


53.4 


1 


86-184 


2541 


MutS III 


MutS domain III 


4.2e-06 


22.9 


1 


253-277 


2541 


MutS V 


MutS domain V 


6e-164 


543.6 


1 


282-517 


2542 


ig 


Immunoglobulin domain 


7.6e-08 


32.2 


1 


1-57 


2542 


fh3 


Fibronectin type III domain 


2.8e-16 


58.3 


1 


79-165 


2543 


MAM 


MAM domain 


1.5e-43 


154.8 


1 


3-102 


2544 


kazal 


Kazal -type serine protease inhibitor 
domain 


7.7e-06 


25.8 


1 


40-87 


2544 


ig 


Immunoglobulin domain 


4.1e-07 


29.5 


1 


105-174 


2545 


RNA helicase 


RNA helicase 


0.031 


7.9 


1 


85-112 


2545 


ATP-bind 


Conserved hypothetical ATP binding 
prote 


0.055 


7.3 


1 


90-103 


2547 


ig 


Immunoglobulin domain 


0.015 


12.4 


1 


10-28 


2547 


ig 


Immunoglobulin domain 


0.098 


9.4 


2 


72-98 


2549 


serpin 


Serpin (serine protease inhibitor) 


5.4e-18 


60.8 


1 


68-112 


2551 


DREV 


DREV methyltransferase 


7.3e- 
233 


680.7 


1 


57-318 


2553 


ank 


Ankyrin repeat 


1.8e-07 


29.9 


2 


44-76 


2553 


ank 


Ankyrin repeat 


0.026 


11.4 


3 


77-102 


2554 


pkinase 


Protein kinase domain 


3.5e-64 


223.4 


1 


117-375 


2555 


pkinase 


! Protein kinase domain 


3.5e-64 


223.4 


1 


117-375 


2557 


tRNA-synt_le 


tRNA synthetases class I (C) 


0.0002 


14.0 


1 


99-129 
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2557 


tRNA-synt_l 


tRNA synthetases class I (I, L, M and 
V) 


2.4e-07 


23.7 


1 


99-137 


2558 


MHC II beta 


Class II histocompatibility antigen, beta 


1.4e-43 


149.3 


1 


41-116 


2562 


fh3 


Fibronectin type III domain 


0.0065 


11.9 


1 


18-105 


2563 


A2M 


Alpha-2-macroglobulin family 


6.3e-23 


75.5 


1 


4-86 
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826 


1-42 


0.981 


f\ C\ f\f~\ 

0.909 


834 


1-21 


0.978 


0,751 


835 


1-44 


0.985 


0.831 


836 


1-44 


0.985 


0.814 


838 


1-31 


0.986 


0.935 


844 


1-18 


0.951 


0.879 


845 


1-18 


0.951 


0.879 


848 


1-20 


0.992 


0.794 


852 


1-24 


0.976 


0.901 


853 


1-24 


0.976 


0.901 


855 


1-25 


0.933 


0.751 


858 


1-24 


0.915 


0.567 


867 


1-17 


0.968 


0.863 


868 


1-17 


0.968 


0.863 


869 


1-34 


0.987 


0.781 


870 


1-16 


0.901 


0.686 


872 


1-14 


0.964 


0.931 


877 


1-21 


0.988 


0.958 


878 


1-22 


0.915 


O.oii 


879 


1-25 


0.922 


a n 
0. /o5 


880 


1-25 


0.922 


0. /65 


882 


1-20 


0.917 


u.oiy 


888 


1-24 


0.985 


C\ C\A C 

0.945 


889 


1-17 


0.989 


a a /i c 
0.945 


890 


1-23 


0.995 


a ai o 

0.938 


891 


1-24 


0.971 


0.882 


893 


1-16 


0.891 


0. / /o 


894 


1-20 


0.972 


A O C A 

0.859 


900 


1-22 


0.931 


A O/CO 
0.0OZ 


901 


1-24 


0.993 


0.93 / 


907 


1-22 


0.974 


A O C A 

0.850 


908 


1-23 


0.993 


A OCA 

0.950 


909 


1-15 


0.994 


A H 1 T 

0.617 


910 


1-23 


0.993 


A A C A 

0.950 


919 


1-15 


0.947 


a 

0.797 


924 


1-19 


0.964 


0.927 


925 


1-19 


0.964 


A AT"7 

0.92 / 


927 


1-26 


0.962 


A TOI 

O./oi 


930 


1-43 


0.987 


0.765 


932 


1-31 


0.992 


A OA1 
0.803 


934 


1-23 


0.984 


A O O A 


936 


1 A Q 


\J.Zf\i / 


0 624 1 


939 


1-30 


0.973 


0.851 


941 


1-18 


0.978 


0.957 


942 


1-21 


0.978 


0.937 


948 


1-21 


0.965 


0.760 


951 


1-29 


0.989 


0.946 


954 


1-31 


0.945 


0.587 


956 


1-22 


0.836 


0.491 


958 


1-28 


0.984 


0.903 
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960 


1-24 


0.987 


0.924 


961 


1-24 


0.987 


0.924 


962 


1-24 


0.987 


0.924 


965 


1-21 


0.993 


0.934 


966 


1-43 


0.974 


0.653 


967 


1-32 


0.953 


0.778 


968 


1-40 


0.972 


0.632 


970 


1-24 


0.981 


0.938 


971 


1-24 


0.981 


0.776 


973 


1-28 


0.923 


0.694 


978 


1-37 


0.968 


0.746 


979 


1-37 


0.968 


0.746 


980 


1-23 


0.984 


0.943 


981 


1-18 


0.961 


0.869 


982 


1-24 


0.971 


/*\ C^i c 

O.ooj 


983 


1-21 


0.988 


0.937 


984 


1-20 


0.938 


0.716 


985 


1-20 


0.938 


0.716 


986 


1-25 


0.913 


0.560 


988 


1-16 


0.969 


0.949 


993 


1-39 


0.972 


0.817 


994 


1-21 


0.970 


0.808 


996 


1-22 


0.977 


s\ n -ft 

0.837 


1006 


1-35 


0.967 


0.668 


1010 


1-24 


0.980 


0.902 


1013 


1-24 


0.987 


0.903 


1014 


1-24 


0.987 


0.903 


1017 


1-23 


0.932 


0.654 


1019 


1-20 


0.984 


ft. ft ft 

0.868 


1023 


1-25 


0.948 


r\ n ft r* 

0.735 


1024 


1-23 


0.968 


0.924 


1027 


1-25 


0.956 


0.848 


1028 


1-16 


0.993 


0.980 


1029 


1-16 


0.993 


ft ft ft ft 

0.980 


1031 


1-33 


0.985 


0.813 


1039 


1-46 


0.982 


0.666 


1041 


1-41 


0.988 


/^k ft ft ^* 

0.886 


1046 


1-24 


0.991 


r\ ft. j r\ 

0.940 


1048 


1-19 


0.991 


/-V ft ft J 

0.934 


1052 


1-21 


0.991 


0.903 


1053 


1-25 


0.971 


0.897 


1054 


1-24 


0.975 




1055 


1-18 


0.986 


0.965 


1057 


1-18 


0.978 


0.887 


1058 


1-18 


0.978 


0.887 


1060 


1-26 


0.987 


0.917 


1062 


1-34 


0.991 


0.901 


1066 


1-31 


0.992 


0.741 


1068 


1-22 


0.962 


0.919 


1072 


1-22 


0.986 


0.943 
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1073 


1-23 


A C\H A 

o.y /4 


o iqq 


1075 


1-33 


0.986 


A 

U.ooO 


1076 


1-23 


O.yoy 


o £Q6 


1077 


1-23 


a r\tzn 
u.yoy 




1078 


1-17 


f\ f\'-7Q 


o on^ 


1079 


1-30 


r\ nor 


0 717 


1080 


1-17 


a mo 

u.y /o 


o on^ 

U.7UJ 


1081 


1-17 


u.y /o 


n qos 


1082 


1-17 


u.y /o 


n qo*> 

\j*y\j j 


1083 


1-26 


A A^zC 

u.y3o 


O Q0Q 


1084 


1-23 


a nno 

0.993 


H Q07 


1085 


1-18 


A A^A 

0.969 




1092 


1-19 


A fl'5'7 

0.93 / 




1096 


1-39 


a nnc 


U.J7H- 


1097 


1-39 


a nnc 
U.99j 


o ^oz] 


1100 


1-20 


A C\/ZA 




1101 


1-23 


A AAQ 


o oso 


1102 


1-23 


a nno 
0.993 


o o^o 

U.7JU 


1105 


1-21 


A AC7 


0 On^ 


1106 


1-19 




0 700 


1111 


1-13 


A A 1 1 


0 71 R 

v. / lO 


1117 


1-20 


o.y3u 


0 706 


1118 


1-16 


A C\£i A 


0 700 


1121 


•4 /™v J 

1-24 


A A/CQ 

o.yoo 


O 89^ 


1123 


1-20 


A AA1 

o.yyi 


0 1 

U.OO 1 


1128 


1-22 


A Ci/ZC\ 

o.yoy 


0 R71 

VJ.O / 1 


1129 


1-25 


A AQ< 

U.9oj» 


0 Rftd 


1130 


1-25 


a no? 


0 

U.OUt 1 


1131 


1-20 


A A^Q 


0 R0^ 


1132 


•4 /-% -4 

1-21 


A A/1 O 

u.y4z 


0 717 


1134 


1-24 


u.y /o 


0 075 


1136 


1-14 


u.y // 


0 051 
\j.y~j i 


1137 


1-19 


A A/CA 

o.you 


0 001 


1139 


1-33 


A AA'C 


0 R^S 


1140 


1-30 


A AA1 

u.yy3 


0 RS^ 


1141 


1-30 


A AA1 


0 RS^ 


1143 


1-35 


u.y /4 




1144 


1-42 


n aq i 

u.yoi 


0 000 


1145 


1-21 


u.y i j 


0 R74 


1150 


1-21 


A Q 1 /I 

u.y 14 


0 790 


1152 


1-17 


A AAA 

u.yyu 


0 07^ 


11^ 


1 -1 7 


0.990 


0.973 


1155 


1-23 


0.965 


0.907 


1161 


1-39 


0.954 


0.705 


1162 


1-45 


0.929 


0.575 


1165 


1-19 


0.939 


0.857 


1167 


1-25 


0.951 


0.619 


1170 


1-37 


0.978 


0.830 


1172 


1-16 


0.957 


0.870 


1173 


1-16 


0.957 


0.870 
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TABLES 



SEQID 


Position 


Maximum score 


Average score 


1174 


1-21 


0.914 


a 790 


1178 


1-25 


0.980 


A 09^ 


1179 


1-17 


0.915 


a a^q 


1181 


1-22 


0.950 


A 71 G 
U. / Ly 


1186 


1-18 


0.985 


a QIC 


1192 


1-18 


0.960 


U.oU.5 


1196 


1-48 


0.905 


A ^QQ 


1199 


1-20 


0.988 




1200 


1-16 


0.907 [ 




1205 


1-25 


0.974 


A '7Q 1 


1207 


1-28 


0.965 [ 


A Q/19 


1208 


1-23 


0.965 




1210 


1-21 


0.988 


A Q 1 1 


1213 


1-31 


0.940 


A £Q/^ 


1214 


1-17 


0.983 


A 

U.yDO 


1218 


1-23 


0.996 




1219 


1-15 


0.967 


A QAO 


1221 


1-16 


0.978 


A QIC 


1222 


1-32 


0.939 


A 

U.O^-D 


1223 


1-23 


0.982 




1226 


1-31 


0.991 


A 09^ 


1228 


1-32 


0.953 


A 77R 


1231 


1-23 


0.965 


A QA7 


1232 


1-23 


0.965 


A QA7 


1233 


1-23 


0.965 


A QA7 

v.yyj i 


1235 


1-21 


0.873 


U.J7U 


1240 


1-20 


r\ r\C>'~~l 

0.987 


A OAO 


1241 


1-22 


r\ r\f\ A 

0.994 


A QQA 


1244 


1-27 


0.998 


A 0^9 


1245 


1-27 


0.998 


A CK9 


1247 


1-23 


0.980 




1253 


1-17 


0.945 


A 7^ 1 


1258 


1-20 


0.984 


A Q9^ 


1259 


1-32 


0.956 


A 7^7 


1261 


1-20 


0.967 


A 7R1 
U. / O 1 


1262 


1-18 


0.961 


A 9R£ 

U.OOU 


1265 


1-23 


0.991 


\j.y id 


1266 


1-23 


r\ C\r\ -1 

0.991 


A Q1 S 


1267 


1-19 


0.973 


A 7RR 


1268 


1-34 


r\ c\oo 

0.988 




1269 


1-21 


0.922 


A &\ A 


1Z / 1 


1 9^ 


0 910 


0.653 


1272 


1-18 


0.997 


0.757 


1275 


1-29 


0.989 


0.943 


1278 


1-34 


0.994 


0.867 


1279 


1-15 


0.983 


0.957 


1280 


1-15 


0.969 


0.641 


1281 


1-36 


0.916 


0.620 


1282 


1-36 


0.916 


0.620 


1283 


1-36 


0.896 


0.584 
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TABLE 5 



SEQID 


Position 


Maximum score 


Average score 


1287 


1-18 


0.836 


a /171 


1288 


1-31 


0.952 


a 7^7 


1290 


1-22 


0.962 


a on/1 


1292 


1-33 


0.904 




1293 


1-33 


A C\f\ A 

0.904 


a 1 


1295 


1-27 


0.96Z 


D.ooZ 


1297 


1-30 


0.995 


a q&a 


1298 


1-30 


a nnt 

0.995 


a 0^4 


1300 


1-25 


0.995 


a 0^1 


1302 


1-16 


rv ao 1 

0.921 


A 79G 

u. /zy 


1303 


1-24 


0.991 


a nn 

u.y id 


1310 


1-52 


0.987 


a /i go 


1311 


1-19 


0.903 


A COO 


1314 


1-16 


0.887 


A 7^^ 


1315 


1-27 


0.911 


A £87 
U.OoZ 


1316 


1-27 


0.911 


A £S7 
U.OoZ 


1317 


1-25 


rv AC7 

0.987 


A Q9A 


1319 


1-20 


0.973 


A 7^Q 


1320 


1-20 


0.96o 


A 7^ 


1322 


1-16 


0.969 


A £QA 


1323 


1-16 


0.969 


A RQA 


1324 


1-28 


0.957 


A 87A 


1325 


1-17 


0.972 


A QA& 


1326 


1-17 


A ATO 

0.972 


A Qzl£ 


1327 


1-18 


A AAC 

0.905 


A 


1328 


1-16 


a one 
0.895 


A ^61 


1329 


1-17 


a mo 
0.9 /o 


A RQ£ 


1330 


1-20 


A AOQ 


A Ofn^ 

vJ.7U~> 


1333 


1-24 


a no^ 


A 

U.7OJ 


1335 


1-22 


0.966 


A 767 


1343 


1-32 


A AC/1 

0.954 


A 67S 


1344 


1-18 


A AC 1 


A R70 


1345 


1-30 


a mo 
0.9 /o 


A 0A1 


1347 


1-20 


A A/C1 

0.961 


A RP.A 


1348 


1-18 


A ATO 

0.9 /o 


A OAA 


1350 


1-23 


A AOA 

0.9o9 


A R£R 


1352 


1-23 


0.993 


A RR^ 


1 1^A 




0 924 


0.567 


1358 


1-18 


0.993 


0.909 


1359 


1-15 


0.855 


0.706 


1360 


1-31 


0.985 


0.908 


1361 


1-17 


0.995 


0.950 


1362 


1-17 


0.995 


0.950 


1364 


1-29 


0.962 


0.860 


1366 


1-17 


0.978 


0.905 


1368 


1-26 


0.958 


0.843 
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TABLE 6 



SEQ ID 


GENOMIC LOCATION 


1 


17 


2 


17 


3 


17 


4 


17 


5 


17 


6 


2 


7 


7 


8 


16 


9 


15 




10 


20pll.2-11.22. 


11 


4 


12 


12 


13 


13 


14 


14q24 


15 


18 


16 


4 




17 


12q 


18 


7 


19 


22ql2.2 


20 


17 


21 


1 


22 


20 




23 


1 


24 


6 


25 


15 


26 


13q34 


27 


2q21.2 


28 


2q21.2 


29 


12 


30 


4 


31 


4 


32 


19 


33 


19-specific 


34 


3 


35 


2 


36 


1 


37 


11 


38 


17 


39 


10 


41 


Xp22 


42 


8 


43 


19 


44 


6 


45 


3 


46 


19ql3.3 


47 


1 


48 


1 


49 


1 


50 


1 


51 


X 


52 


22ql3.33 


53 


19 


54 


19 


55 


6 


56 


3 
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586 
TABLE 6 


1 SEO ID 


GENOMIC LOCATION 


57 


4 


[58 


13 1 


59 


11 1 


[(SO 


1 1 


61 


19 


[62 


13 1 


63 


12 1 


64 


6 


65 


1 


66 


4 I 


i 67 


7 1 


1 68 


20 I 


1 69 


11 


70 


12pl3 | 


1 71 


lp32.1-33 I 


72 


3 1 


73 


14 1 


74 


14 1 


75 


6pll.2-12.3 


76 


llq 1 


77 


15 


[78 


19 1 


79 


2 1 


80 


9 1 


81 


9 1 


82 


9 1 


83 


11 1 


84 


2pl3 1 


85 


11 1 


86 


lp36.2-36.33 1 


87 


1 


88 


17 1 


89 


20pl3 1 


90 


7q22-q3 1.1 1 


91 


4 1 


92 


7 1 


93 


17q25 1 


94 


llql3.3 1 


95 


8q22-q23 1 


96 


11 1 


98 


8 1 


99 


7 1 


100 


4 1 


101 


2 1 


102 


6ql6.3-22.1 1 


103 


4 1 


104 


5 1 


105 


5 1 


106 


Xpll.3 1 


107 


12pter-pl3.31 


108 


4 


109 


19 


110 


10cen-q26.11 


111 


19pl3 


1 112 


17 
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TABLE 6 



SEQ ID 


GENOMIC LOCATION 


113 


17 


114 


17 


115 


6 


116 


14 


117 


14 


118 1 


10 


119 


3 


120 


1 


121 


10 


122 


14 


123 


14 


124 


4 


125 


15q21.3 


126 


15 


127 


6 


131 


17 


132 


llq 


133 


llq 


135 


lp36.12 


136 


16 


137 


18 


138 


3 


139 


2 


140 


llql3 


141 


7q33-q35 


142 


7q33-q35 


143 


4 


144 


6q25.3-27 


145 


8 


146 


8 


147 


17 


148 


17 


149 


11 


150 


22 


151 


17 


152 


17 


153 


Xq22 


154 


5 


155 


14 


156 


13ql2.11-12.3 


157 


9 


158 


22ql2 


159 


22ql2 


160 


10 


161 


10 


163 


15ql5 


164 


iDq iz> 


165 


17 


166 


4 


167 


4pl6 


168 


4pl6 


169 


4pl6 


170 


11 


171 


5 


172 


14 
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TABLE 6 



SEO ID 


GENOMIC LOCATION 


173 


15 


174 


15 


175 


8p21.3-qll.l 


176 


8p21.3-qll.l . 


177 


3p21-pl2 


178 


19 


179 


16 


180 


22ql2 


181 


X 


182 


6 


183 


5pl3 


184 


5pl3 


186 


12q 


187 


10 


188 


3 


189 


2 


190 


22 


191 


7 


192 


19 


193 


14 


194 


llq22 


195 


llq22 


196 


llq22 


197 


15 


198 


4 


199 


4q28-q32 


200 


6p21. 1-22.2. 


201 


12 


202 


2p24 


203 


2p24 


204 


1 


205 


14 


206 


18 


207 


20 


208 


19 


209 


1 


210 


4 


211 


1 


212 


4 


213 


3 


214 


3 


215 


9 


216 


1 


217 


11 


218 


7q 


219 


7q 


220 


1 T 


221 


5 


222 


15 


223 


10 


224 


8 


225 


8 


226 


8 


227 


9 


228 


8 
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TABLE 6 



SEQ ID 


GENOMIC LOCATION 


229 


18 


230 


7pter-p22 


231 


7 


232 


17 


233 


17 


234 


17 


235 


10 


236 


Ip34.1-lp35. 


237 


4pl6-pl5 


238 


4pl6-pl5 


239 


4pl6-pl5 


240 


4pl6-pl5 


241 


4pl6-pl5 


242 


20 


243 


6pl2.3-21.2 


244 


2 


245 1 


6p2 1.2-22.1 


246 


19ql3.4 


247 


llql3.3 


248 


6 


249 


18 


251 


3 


252 


11 


253 


11 


254 


19 


255 


6 


256 


2 


257 


Xp22 


258 


Xp22 


259 


20ql2-13.1 


260 


20ql2-13.1 I 


261 


20ql2-13.1 


262 


20ql2-13.1 


263 


16 


264 


4 


265 


11 


266 


9q34.2-34.3 


267 


20 


268 


12 


269 


7 


270 


9 


271 


20 


272 


14 


273 


9p34.1-35.1 


274 


17 


275 


10 


276 


1 c\ 
1U 


277 


10 


278 


10 


279 


lp36.1 1-36.31 


281 


11 


282 


3p21.3 


283 


14 


284 


1 


285 


1 
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TABLE 6 



SEQ ID 


GENOMIC LOCATION 


286 


11 


287 


22ql2.3-13.2. 


288 


11 


289 


17q21.3 


290 


2 


291 


lp22.2-31.1 


292 


lp22.2-31.1 


293 


19 


294 


Xq23 


295 


Xq23 


296 


10q25.3-q26.2 


297 


1 


298 


20ql2-13.2 


299 


6 


300 


2 


301 


2 


302 


12q24.1 


303 


20qll.21-13.13 


304 


8 


305 


1 


306 


12q 


307 


18ql2-q21 


308 


14 


309 


5 


310 


2 


311 


2q32.1-q36.3 


312 


12pl3.32 


313 


5 


314 


13 


315 


22ql3.1 


316 


18 


317 


11 


318 


11 


319 


3 


320 


2 


321 


4q27 


322 


11 


323 


11 


324 


Xql2.1-13. 


325 


8 


326 


22. 


328 


3 


329 


9 


330 


9 


331 


5 


332 


22ql3.31-13.33 


333 


22ql3. 31-13. 33 


334 


10 


335 


3 


336 


15 


337 


5 


338 


5 


339 


3p 


340 


3 


341 


3 
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TABLE 6 



SEQ ID 1 


GENOMIC LOCATION 


342 1 


5 


343 1 


12 


344 1 


14 


345 1 


14 


346 1 


3 


347 1 


16 


348 1 


4 


349 1 


6q24.3-25.3 


350 1 


5 


351 1 


1 


352 1 


9q31. 1-31.3 


353 1 


2 


354 1 


16 


355 1 


6 


356 1 


5ql3 


357 1 


17 


359 I 


6 


360 1 


19 


361 1 


5 


362 1 


Ilql4.3-q21 


363 


12q 


364 


22ql3. 31-13. 33 


365 


9 


366 1 


2 


367 


2 


368 


22qll.l-qll.2 


369 


16 


370 


17 


371 


11 


372 


20 


373 


20 


374 


20 


375 


20 


376 


15ql3-ql4 


377 


1 


378 


16pl3.3 


379 


20 


380 


3 


381 


Ip32-p31 


382 


q42.2-43 


383 


X 


384 


15 


385 


16 


386 


8 


387 


3p25-p24 


388 


11 


389 


| / 


390 


7 


391 


! 2 


392 


22 


393 


22 


394 


12 


395 


12 


396 


12 


397 


1 12 
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TABLE 6 


SEO ID 


GENOMIC LOCATION 


398 


12 


399 


14 


400 


2 1 


401 


3 1 


402 


1 1 


403 


19ql3.4 1 


404 


19ql3.4 1 


405 


17ql2-q21 1 


406 


17ql2-q21 


407 


17ql2-q21 1 


408 


10 | 


409 


10 1 


410 


12pl3.3 J 


411 


Xql3.2-21.1 1 


412 


12pl3 


413 


12pl3 1 


414 


19 


415 


7q22 1 


416 


19 \ 


417 


8 \ 


418 


8 1 


419 


18 1 


420 


7 1 


421 


lq25. 1-31.3 1 


422 


8 I 


423 


11 1 


424 


11 1 


425 


16 1 


426 


19pl3.3 1 


427 


11 1 


428 


2 1 


429 


7 


430 


8 | 


431 


4 1 


432 


4 1 


433 


19 1 


434 


19 I 


435 


5 


436 


14 1 


437 


3 1 


438 


22ql3 1 


439 


20pll. 22-12.2 1 


440 


2 1 


441 


2 1 


442 


4 1 


443 


1 1 


444 


1 1 


445 


8 1 


446 


8 1 


447 


7pll.2-qll.2 1 


448 


8 1 


449 


19 1 


450 


6 1 


451 


7q22-q31.1 1 


452 


19 1 
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TABLE 6 



SEQ ID 1 


GENOMIC LOCATION 


453 1 


4q22-q24 


454 1 


17 


455 1 


8 


456 1 


1 


457 1 


1 


458 1 


19 


459 1 


7q33-q35 


460 1 


7q33-q35 


461 1 


14 


462 | 


4 


463 1 


2 




464 1 


17 


465 1 


17 


466 1 


19 




467 | 


12 


468 


llq22 


469 1 


11 


470 1 


10cen-q26.11 




471 


22ql2-13. 


472 


20ql3.33 


473 


1 


474 


1 


475 i 


17 


476 


18 


477 


3 


478 


12 


479 


16 


480 


5 


481 


2 


482 


2q33-q34 


483 


19 


484 


4 


485 


j 12pl2.3-13.2 


486 


3 


487 


3 


488 


19 


489 


19 


490 


19 


491 


10pl2 


492 


17 


493 


10 


494 


12 


495 


18 


496 


13 


497 


10 


498 


16 


499 


22ql2.2 


500 


X 


501 


3 


502 


15 


503 


3 


504 


19 


505 


19 


506 


19 


507 


1 5 
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594 
TABLE 6 

SE q ro 1 GENOMIC LOCATION 

508 7q21.2-q31.1 

509 2 

510 I 2pl3 

511 I Ip21-pl3 

512 I 7 

513 I 0 

514 1 jjj 

515 1 9 

516 I 18 

517 1 10 — _ 
518 . □ 

519 1 10 

520 1 21q22.3 

521 1 7 

522 3p21.1-pl4.2 

523 !q 2 l 

525 lq25.1-31.1 

526 7q35 

527 1 9 

528 Q 

529 1 5c > 32 

530 1 19 

531 I 2 

532 1 18 

533 I 1 

534 I 22 

535 1 13 

536 I X 

537 I 4q21^q25 

538 Iq23-q25.1 

539 18 

540 22ql2 ~ 

541 1 3p24 

542 1 19pl3.1 

543 I 2 

544 1 14 

545 I 6p21. 1-21.3 

546 I 2 

547 I 22ql2-13. 

548 22ql2-13. 

549 I 22ql2-13. 

550 17 

551 I 14 

552 15 

553 1 I 5 

554 I 1 

i 555 lg23 .2-24.3 

556 I 15q21.1 

557 I 3 

558 1 12q24.1 

559 I 17 . 

560 1 19 

561 19 

562 19 

"563 1 ^ 
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595 
TABLE 6 



SEO ID 



GENOMIC LOCATION 
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TABLE 6 



CPA TT\ 




WO 2004/080148 



PCT/US2003/030720 



597 
TABLE 6 



SEO ID 


GENOMIC LOCATION 


676 


6p21.2-21.31 


677 


19 


678 


19 


679 


19 


680 


3 


681 


2ql4 


682 


12 


683 


7 
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598 
TABLE 7 



SEQ 
ID 


Method 


Predicted 1 

beginning 

nucleotide 

location of 
first amino j 
acid residue 
of peptide j 
sequence j 


-mm j J 

Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acia sequence ^.a. — uhkiiowiij oiup tuuuu 5 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 


1967 


"a 


_ ^ 


509 


DPKAQLPEPLRVLWTAHLVAMAPGSRTSLLLAFALLC 
LPWLQEAGAVQTVPLSRLFDHAMLQAHRAHQLAIDTY 
QEFEETYI PKDQKYSFLHDSQTSFCFSDSI PTPSNME 

nmAni/om T?T T DTCT T T T T7 QTaTT .T3 1 "DVP TTiMQ TVPM 
ETQQKoJN JjJiljJji^i-oJjljljXiio WlJiiir VltXiil'loi v iriN 


1968 


A 


75 


509 


DPKAQLPEPLRVLWTAHLVAMAPGSRTSLLLAFALLC 
LPWLQEAGAVQTVPLSRLFDHAMLQAHRAHQLAIDTY 
QEFEETYI PKDQKYSFLHDSQTSFCFSDSI PTPSNME 

ETQQKSNLELLRI oL.Lj1jX.eio w±jiiir vkiiifioo. v ±r in 
DPKAQLPEPLRVLWTAHLVAMAPGSRTSLLLAFALLC 
LPWLQEAGAVQTVPLSRLFDHAMLQAHRAHQLAIDTY 
QEFEETYI PKDQKYSFLHDSQTSFCFSDSI PTPSNME 
ETQQKSNLELLRI S LLLI E SWLE PVRI LMSIVPN 


1969 


A 




509 


1970 


A 


75 


509 


DPKAQLPEPLRVLWTAHLVAMAPGSRTSLLLAFALLC 
LPWLQEAGAVQTVPLSRLFDHAMLQAHRAHQLAIDTY 
QEFEETYI PKDQKYSFLHDSQTSFCFSDSI PTPSNME 
ETQQKSNLELLRI SLLLIESWLEPVRILMS I VPN 


1971 


A 


1764 


403 


KAAKKAL CWLE P PQCAGLEGLGWVWS C S VS TGPRMQA 
LVLLLCIGALLGHSSCQNPASPPEEGSPDPDSTGALV 
EEEDPFFKVPVNKLAAAVSNFGYDLYRVRS SMS PTTN 
VLLS PLSVATALSALSLGAEQRTE S I IHRALYYDLI S 
S PDIHGTYKELLDTVTAPQKNLKBAbKl V r Ji JxiS-J-iK J. J\. 
SSFVAPLEKSYGTRPRVLTGNPRLDLQEINNWVQAQM 

KGKLARSTKE I PDE I S I LLLO \ VAMf Jts-^y \ w ±l ± is.r jjd 
RKTSLEDFYLDEERTVRVPMMSDPKAVLRYGLDSDLS 
CKIAQLPLTGSMSIIFFLPLKVTQNLTLIEESLTSEF 
IHDIDRELKTVQAVLTVPKLKLSYEGEVTKSLQEMKL 

QSLFDS PDF S KI TGKP I KLTQ VEHRAGFE WNEDGAGT 
TPSPGLQPAHLTFPLDYHLNQPFIFVLRDTDTGALLF 

IGKILDPRGP 


1972 


A 


3 


147 


QPLNHYFICSSHNTYLVGDQLCGQSSVEGYIRCSGGR 
EGVQLMRGTM 


1973 


A 


2 


2117 


FWAASGGCWFVLGERRAGSLLSASYGTFAMPGMVLF 
GRRWAI ASDDLVF PGFFELVVRVLWWI GI LTL YLMHR 
GKLDCAGGALLSSYLIVLMILLAWICTVSAIMCVSM 
RGTICNPGPRKSMSKLLYIRLALFFPEMVWASLGAAW 

VADGVQCDRTWNGI I AT VWSWI II AATWS 1 1 1 VF 
DPLGGKMAPYSSAGPSHLDSHDSSQLLNGLKTAATSV 
WETRIKLLCCCIGKDDHTRVAFSSTAELFSTYFSDTD 
LVPSDIAAGLALLHQQQDNIRNNQEPAQWCHAPGSS 
QEADLDAELKNCHHYMQFAAAAYGWPLYIYRNPLTGL 

CRIGGDCCRSKNPQTMT/MVGGDQLQL/ CTSAPILHT 
HRAAVOGLHPRQLPWTRFTELPFLVALDHRKESVWA 
VRGTMSLQDVLTDLSAESEVLDVECEVQDRLAHKGIS 

Q AAR YVYQRL I NDG I L S QAF S I APE YRL VI VGH S LGG 
GAAALLATMVRAAYPQVRCYAFSPPRGLWSKALQEYS 
QS FI VSLVLGKDVI PRLSVTNLEDLKRRILRWAHCN 
KPKYKILLHGLWYELFGGNPNNLPTELDGGDQEVLTQ 
PLLGEQSLLTRWSPAYSFSSDSPLDSSPKYPPLYPPG 
RIIHLQEEGASGRFGCCSAAHYSAKWSHEAEFSKILI 
GPKMLTDHM PD I LMRALDSWS DRAACVS C PAQGVS S 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue ox 

peptide 

sequence 


■ i 1 

Amino aciu sequence \a. — unKnown 5 » :5, ' u f ' • 
/=possiDie nucieonoe tieieiion, — pu^siuic uuwcvuuv 
insertion) 










VDVA 


1974 


A 


62 


616 


EVHQGT EVRD S EVRRR PQARG PLM P AERAGRQRWLVP 

„ T r.-nnnrir'T T5T5 "D r 1 7\ T 7"D HUf 2\ WD'HT^T .T .T .OTJOKT PALP 

ALQPRRGGLKK 7 * K^/\VKyrlL3i\nirrtVjaJiJJJs^^W- cv - L 1r.ri.1-1.c- 

GRKQAGS LHAPGTEGE PDHGGD PVLDAGI QHHRQQRH 
PTADHLNPGEHRRGEAHVRAAV* paagaegaakerra 
HQANTALQVHRR^LGSFAELRLLRKPGRTSVWPSPM 


1975 


A 


337 


440 


PLALCLAPAASLHELCAAKVSEVLHNRVHRTEEV 


1976 


A 


1454 


1101 


AFYNANSCLNVFCFCFCFWRQSRCISQAGVQWCDLSS 
LQPPLPRFKRFSYLSLPSSWDYRHAPPCPANFCI\LV 
ETGLCH I GHACLELLT SGD P P ALAS Q S AGI TGMSHS T 
QPCIAVS 


1977 


A 


2 


1454 


DDFVGVLSATAQVCTMAARLVSRCGAVRAAPHSGPL/ 
AVLAQWRR \ S TDTVYDWVS GGGLVGAAMAC ALGYD 
I HFHDKKI LLLE AGPKKVLEKLSET YSNRVS SISPGS 
ATLLSSFGAWDHICNMRYRAFRRMQVWDACSEALIMF 
DKDNLDDMGYIL\ENDV\IMHAFTKQLEAVSDRVTVL 
YRSKAIRYTWPCPFPMADSSPW VJrll JLlAjiJijb J. r y irs_u 
LI GADGHNS GVRQAVGI QNVS WNYDQSAWATLHLSE 
ATENNVAWQRFLPSGPIALLPLSDTLSSLVWSTSHEH 

_ _ TTi^A/rT^-n-nT^TTit 7T~\ 7\ T 7"\T O 7\ TTTaT "Pl'P'T'Pl'PT "DTZXHl AMT i 

AAEL V SMDBEKr VJJAVJN bAr W o JJ^ilJrl l ur j. j-/ ± ^wji^tia-i 

QYAVSLLKPTKVSARQLPPSVARVDAKSRVLFPLGLG 

TT7V 7« t-ivt tt-j T)"o T T7\ t tpfis &tit?^7WT3T >Annfi\/TSXMGFGDI SS 
HAAEYVK. PK. V A1j J_ Aif\rl.K. V rl ir J-ti-i^^ 1 ^ v im i v iu r uuiuu 

LAHHLSTAAFNGKDLGSMSHLTGYETERQRHNTALLA 
ATDLLKRLYSTSAS PLVLLRTWGLQATNAVS PLKEQI 
MAFASK 


1978 


A 


3692 


3395 


LKDSLLRFFFFEMESCSVTRLECSGVISAHRNLRLPG 
SSNSPTSASQVAGTTGMHPHTQLIFVFSAETGFPHAG 
QDGLDLL/NLV±bFPWF.briW Jj^iJW-tt. 


1979 


A 


65 


265 


S ALLGLPS S WD YRRP PPRPANFLYF * * RRGFT VLARM 
VS I C * PRDrrAbAbKoAlal oo v Dinajxrro 


1980 


A 


751 


176 


LPGADYGGGHLSLRLFHLLLTSAAWVPDESQVTLNSA 
ICVLSTVLIMEFPDLGKHCSEKTCKQLDFLPVKCDAC 
KQD F CKDHF P YAAHKC P F AFQ KD VHVP VC PLCNT PIP 
VKKGQI PDVWGDHI DRDCDSHPGKKKEKI FTYRCSK 
EGCKKKEMLQMVCAQCHGNFCIQHRHPLDHSCRHGSR 

PTIKAG 


1981 


A 


250 


118 


DSLTRLPALCSLQLGRKVETITIIYDCEGLGLKHLWK 
PAVEAYG 


1982 


A 


235 


1157 


SIQEKCFDSSCGRNSLLSFSLSYKEbHKi.b -Lf xuwv i 
RLCIWI \TAIWQYEbLK.bK.vyb x r iJtjJ. i\-rvuw uuo j.rtir' 
QKEGDFRKEINKWWNNLSDGQRTVTGI IAANVLVFCL 
WRVPSLQRTMIRYFTSNPASKVLCSPMLLSTFSHFSL 
FHMAANMYVLWS FSS S IVNILGQEQFMAVYLSAGVI S 
NFVSYLGKVATGRYGPSLGASGAIMTVLAAVCTKIPE 
GRLAI I FLPMFTFTAGNALKAI I AMDT AGMI LGWKF F 
DHAAHLGGALFGI WYVTYGHEL I WKNRE PLVKI WHEI 
RTNGPKKGGGSK 


1983 


A 


289 


392 


RAFAEAMRGYHGDRGSHPRPARFADQQHMDVGPA 


1984 


A 


98 


1474 


MAWASRLGLLLALLLP WGAS T PGTVVRLNKAAL S YV 
SEIGKAPLQRALQVTVPHFLDWSGEALQPTRIRILMV 
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600 
TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (A-unknown, — _>iup couuu, 
/^possible nucleotide deletion 5 =possible nucleotide 
insertion) 










HVPRLHLKF IAGFGVRLLAAANFTFKVFRAPE PLELT 
LPVELLADTRVTQSSIRTPWSISACSLFSGHANEFD 

GSNSTSHALLVLVQKHI KAVLSNKLCLS I bJMij vytj vJN 
VHLGTLIGLNPVGPESQIRYSMVSVPTVTSDYISLEV 
NAVLFLLGKPIILPTDATPFVLPRHVGTEGSMATVGL 
SQQLFDSALLLLQKAGALNLDITGQLRSDDNLLNTSA 

LGRLI PEVARQFPEPMPVVLKVRLGATPVAMJjU lNJ>i-f-. 
TLRLQPFVEVLATASNSAFQSLFSLDVWNLRLQLSV 

S KVKLQGTTS VLGDVQLTVAS SNVGF I DTDQVRTLMG 
TVFEKPLLDHLNALLAMGIALPGWNLHYVAPEIFVY 

EGYWI S SGLFYQS * 


1985 


A 


541 


176 


GPHT SNR PRXRHCTXGP S TXXTXAGb C_r x b PAiibKAW t_r 
APCXSW*RSPGPRGGRESGTCRPAAAPAPAPAGGCRA 
GTGAWPPGS ATS PRC * S PAAPRGAGPQPGSGGSHGGT 
ARMCACKLAAS 


1986 


A 


2390 


1943 


AGRRLTQAGTLLGTALAFGTRLLVS SDMKS WS TVLAV 
MGKAFSEAAFTTAYLFTSEL x P 1 VJjKy 1 L_jyivalj lAU v »__ 
RLGGSLAPLAALLDGVWLSLPKLTYGGIALLAAGTAL 
LLPETRQAQLPETIQDVERKSAPTSLQEEEMPMKQVQ 

N 


1987 


1 

A 




1 


555 


KKVGNYYTTPIYRFRMKCHLCWYIEMQTDPANCDYV 
IVSGAQRKEERWDMADNEQVLTTGERHPLTCLGAL/D 
PESALGPPKPSRALIVAEHEKKQKLETDAMFRLEHGE 
ADRSTLKKALPTLSHIQEAQSAWKDDFALNSMLRRRF 
RVRGAPARGQRGCMVDQGPGPALPPPHPSFEQATCTF 


1988 


A 


2867 


847 


GLPGIPGLPGFPGVAGPPGITGFPGFIGSRGDKGAPG 

RAGLYGEIGATGDFGDIGDTINLPGRPGLKGERGTTG 

IPGLKGFFGEKGTEGDIGFPGITGVTGVQGPPGLKGQ 

TGFPGLTGPPGSQGELGRIGLPGGKGDDGWPGAPGLP 

GFPGLRGIRGLHGLPGTKGFPGSPGSDIHGDPGFPGP 

PGERGDPGEANTLPGPVGVPGQKGDQGAPGERGPPGS 

PGLQGFPGI TPPSNI SGAPGDKGAPGI FGLKGYRGPP 

GPPGSAALPGSKGDTGNPGAPGTPGTKGWAGDSGPQG 

RPGVFGLPGEKGPRGEQGFMGNTGPTGAVGDRGPKGP 

KGDPGFPGAPGTVGAPGIAGIPQKIAVQPGTVGPQGR 

RGP PGAPGEMGPQGP PGE PGFRGAPGKACjPU (_jK.(__-(_t V b 

AVPGFRGDE GP I GHQGP I GQEGAPGRPGS PGL PGMPG 

RS VS I GYLL VKHS QTDQE PMC P VGMNKLWS GYS LL YF 

EGQEKAHNQDLGLAGSCLARFSTMPFLYCNPGDVCYY 

ASRNDKSYWLSTTAPLPMMPVAEDEIKPYISRCSVCE 

APAIAIAVHSQDVSIPHCPAGWRSLWIGYSFLMHTAA 

nnpnnnn <3 T i VS PGS CLEDFRATP F I ECNGGRGTCH y y 

ANKYSFWLTTIPEQSFQGSPSADTLKAGLIRTHISRC 

OVCMKNL 


1989 


A 


1 


111 


LIYNEDMICWIESRESSNQLKCIQITKAGGLTDEWTI 
NILQSFHNVQQMAIDWLTRNLYFVDHVGDRIFVCNSN 
GSVCVTLIDLELHNPKAIAVDPIAGKLFFTDYGNVAK 
VERCDMDGMNRTRI IDSKTEQPAAIALDLVNKLVYWV 
DL YLD YVGWD YQGKNRHAVI QGRQVRHL YGI TVFED 
YL Y ATNS D S YN I VR I S RFNGTD I HS L I KI ENAWGI RI 
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TABLE 7 



SEQ 1 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 

ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acia sequence ^jy. — uinvuuwu, oiup "5 
/-nncdhip mi fifntiHip Hplptinn =nossible nucleotide 

insertion) 










YQKRTQPTVRSHACEVDPYGMPGGCSHI CLLS S S YTK 


1990 


A 


1 


111 


LIYNEDMICWIESRESSNQLKCIQITKAGGLTDEWTI 
NILQSFHNVQQMAIDWLTRNLYFVDHVGDRIFVCNSN 
Go VCVTLIDLIiLriJN] irl\A± A vDtr J, Aujivur r j. u x om.m v.«.j.\- 
VERCDMDGMNRTRI IDSKTEQ PAALALDLVNKLVYWV 
DLYLDYVGWDYQGKNRHAVI QGRQVRHLYGI TVFED 
YL YATN S D S YN I VR I S RFNGT DIHSLIKI ENAWG I R I 
YQKRTQPTVRSHACEVDPYGMPGGCSHI CLLS S S YTK 


1991 


A 


1620 


1214 


LPFLSFFLSFFLFFLRWSFALIAQAGVQWCNFGSPQP 

rmr)PLiVDT?cnT CT T.OQTATrjVPWTPPPTiANfiVFLVDTGF 

LHVGQAGLELPTSGDPPTSASQSAGITSVSHCAQPVT 
AI S KE EREQAEGPD S QGTGS S AGQ 


1992 


A 


1 


660 


GFHPNTTHYRARAAARAGAGS FVGEVSAVDKDFGPNG 
EVRYS FEMVQPDFELHAI SGE I TNTHQFDRE SLMRRR 
GTAVFSFTVIATDQGI PQ PLKDQATVHVYMKD I NDNA 

•my"n>T TZPiPVO JTT QT7 Q Zl UNIT .TDVTiRVfi AflDVDEGNNGL 

IHYSIIKGNEERQFAIDSTSGQVTLIGKLDYEATPAY 
SLVIQAVDSGTIPLNSTCTLNIDILDENDNTPFFP 


1993 


A 


1 


660 


nnTTmTmrnuVD 7\ "D 7\ 7\ 7\"P 2\ r 1 2\ Q T^JTTR AVDKDFGPNG 

EVRYS FEMVQPDFELHAI SGE I TNTHQFDRE SLMRRR 
PTsupQii'TUT aTnnHT POPTiKDOATVHVYMKDINDNA 
PKFLKDFYQATISESAANLTQVLRVSASDVDEGNNGL 

1 H Y S 1 1 KGN E E RQ FA 1 D S T S GQ VTL I GKLD YE AT PAY 
SLVIQAVDSGTIPLNSTCTLNIDILDENDNTPFFP 


1994 


A 


2 


271 


GSVALHVEKLPNEPNRLLILHGFLDENVHFFHTNFLV 
SQLIRAGKPYQLQVALPPVSPQIYPNERHSIRCPESG 

EHYEVTLLHFLQEYL 


1995 


A 


289 


418 


LWTLYRHKQQVQHNHSNRLSCRPSQEDRATHTIMVLD 
KENTLS 


1996 


A 


3 


673 


RNFRVDDFVAELKLKQVRWTPAAP*SKETTQGLRRLH 
VNGRCEPKGLDPEMGRRSSDTEEESRSKRKKKHRRRS 
SSSSSSDSRTYSRKKGGRKSRSKSRSWSRDLQPRSHS 

YDRRRRHRS S S S S S YGS RRKR SRSRSRGRGKS YRVQR 
SRSKSRTRRSRSRPRLRSHSRSSERSSHRRTRSRSRD 

RERRKCrrRiJxXiixVKiixSJi^ J- I\-I\AJ.CJk3VJXv _l. ivn 

GLE/HSATS * TGQSQTTAGS * SCCKS * * S IESQRKK* 
GRSKE/QERRKTKPPW*NK* KE * KFGGRRRRPDLKKR 
LRDCGACTSTGGVS PKVWTQKWDVGHQ I LKKKAE ARE 
KRNTVDGPPRAVLQIVEHTAERKEEGNQDQSQDLGPE 
T t-iot t 7tJT t TvATT7nar^Ti^n2\\7Z\T.T,TVTAP'Rf^'Nr'RVEVVOGVE 
GNPIEFRGLGQKAEQEGPGQDLVSVLIWAVKGPVTE 
ERWGLG I END VRAE I KRKE KRRRI KGRTRNY I T SNV 
GNLETSKLD 


1997 


A 


279 


762 


VGNFQRQLAEAKEDNCKVTIMLENVLASHSKMQGALE 
KVQI ELGRRDSE I AGLKKERDLNQQRVQKLEAEVDQW 
QARMLVMEDQHNSE I ESLQKALGVAREDNRKLAMSLE 
QALQTNNHLQTKLDH I QE QLE S KELERQNLET FKDRM 
TEESKVEAELHAE 


1998 


A 


3 


1434 


PPNMDNSMGTEEITVLKGSSTSMACITDGTPAPSMAW 
LRDGQPLGLDAHLTVSTHGMVLQLLKAETEDSGKYTC 
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TABLE 7 



SEQ 1 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acio sequence ^a. — unKnown, — ksiup tuuuu 5 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










I ASNE AGE VSKHF I LKVLiVPP S FQKLWE I GNMLDTGR 
NGEAKDVI INNPI SLYCETNAAPPPTLTWYKDGHPLT 
S SDKVL1 LPGGRVLQI PRAKVEDAGRYTC VA V JN! JiAijii 
DSLQYDVRVLVPPIIKGANSDLPEEVTVLVNKSALIE 
CLSSGSPAPRNSWQKDGQPLLEDDHHKFLSNGRILQI 
LIXTTQI TD I GRYVC VAENTAGS AKKYFNLNVHVP PS VI 
GPKSENLTVWNNFISLTCEVSGFPPPDLSWLKNEQP 
I PLNTNTLI APGGRTLQ 1 1 RAKVSDGGE YTC I AINQA 
GESKKKFSLTVYVPPSIKDHDSESLSWNVREGTSVS 
LECESNAVPPPVI TWYKNGRMI TE STHVE I LADGQML 
HI KKAEVSDTGQYVCRAINVAGRDDKNFHLNVY 


1999 


A 


2 


1333 


RSGEGFHVNS S * TWVSRS * EMDETPGSEVPGDKAAEE 
QGDDQDSEKSKPAGSDGERRGVKRQRDEKDEHGRAYY 
EFREEAYHSRSKSPLPPEEEAKDEEEDQTLWLDTYT 
SDLHFQVSKDRYGGQPLFSEKFPTIjWbCjAKb 1 iKjV lis. 
GKVCFEAKVTQNLPMKEGCTEVSLLRVGWSVDFSRPQ 
LGEDEFSYGFDGRGLKAENGQFEEFGQTFGENDVIGC 
FANFETEEVELSFSKNGEDLGVAFWISKDSLADRALL 
PHVLCKNCWELNFGQKEEPFFPPPEEFVFIHAVPVE 

ERVRTAVP PKT I EE CE VI LMVGLPGS GKTQWAL KYAK 
ENPEKRYNVLGAETVLNQMRMKGLEEPEMDPKSRDLL 
VQQASQCLSKLVQIASRTKRNFILDQCNVYNSGQRRK 
LLLFKTFSRKWVWPNEDDWKKRLELRKEVEGRVFP 


2000 


A 


1 


1060 


1 1 FLFF * PYLQSVI FLFVI RGLEMKYGNE IMNKDPVF 
RISPRSRETHPNPEEPEEEDEDVQAERVQAAJNJAijlAF 
NLEEEPVITASCLHKEYYETKKSCFSTRKKKIAIRNV 
SFCVKKGEVLGLLGHNGAGKSTSIKMITGCTVPTAGV 
WLQGNRASVRQQRDNSLK/FLGYCPQENSLWPKLTM 
KEHLELYAAVKGLGKDAALS I S * LVEALKLQEQLKAP 
VKTLSEGI KRKLCFVLS ILGNPS WLLDELFTGMDPE 
GQQQMWQ ILQAT I KNQERGALLTTH YMS E AKS L CDRV 
AIMVS GTLRC IGSIQQL/ KKFGKD YLLE I KMKE PTQV 
EALHTEILKLFPQAAWQERYSSL 


2001 


A 


1 


2543 


TI S SS PKWRLSGWRAPCCWGFE WAGGPGDPFPAAEA 
LEDESGTLLRSGGGAGEQWQQGLRWRPRSGMCESYSR 
SLLRVSVAQICQALGWDSVQLSACHLLTDVLQRYLQQ 
LGRGCHRYSELYGRTDPILDDVGEAFQLMGVSLHELE 

D Y I HN I E P VTF PHQ I P S F P VS KNNVLQ F PQ PGS KD AE 
ERKEYIPDYLPPIVSSQEEEEEEQVPTDGGTSAEAMQ 
VPLEEDDELEEEEIINDENFLGKRPLDSPEAEELPAM 

KRPRLLS TKGDTLD WLLE ARE PL S SINTQKI P PMLS 
PVHVODSTDLAPPSPEPPMLAPVAKSQMPTAKPLETK 
S FTPKTKTKTS S PGQKTKS PKTAQ S PAMVGS P I RS PK 
TVSKEKKS PGRSKS PKS PKS PKVTTHI PQTPVRPETP 
NRT P S ATL S E KI S KE T I Q VKQ I QT P PDAGKLNS ENQ P 
KKAWADKTIEASIDAVIARACAEREPDPFEFSSGSE 
SEGDIFTSPKRISGPECTTPKASTSAWSFTKSGSTPL 
PLSGGTSSSDNSWTMDASIDEWRKAKLGTPSNMPPN 
FPYISSPSVSPPTPEPLHKVYEEKTKLPSSVEVKKKL 
KKE LKTKMKKKE KQRDRERE KDKNKDKS KE KDKVKEK 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X— Unknown, — aiop couuu, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










E KD KE TGRE T KY P WKE FLKE E E AD P YKF KI KE F ED VD 
PKVKLKDGLVRKEKEKHKDKKKDREKGKKDKDKREKE 

KVKDKGREDKMKAPAPPLVLPPKELALPLFSPATASR 
VPAMLPSLLPVLPEKLFEEKEKPKEKEKKKDKKEKKK 
KKE KE KE KKE KERE KEKRERE KRE KEKE KHKHE KI KV 
E PVALAPS PVI PRLTLRVGAGPDKI RRRRAGAH 


2002 


A 


2 


1736 


QNENSVDKWGKPLVIDKLKEMAKVEGLWNLFLPAVSG 
LSHVDYALIAEETGKCFFAPDVFNCQAPDTGNMEVLH 
LYGSEEQKKQWLEPLLQGNITSCFCMTEPDVASSDAT 
NIECSIQRDEDSYVINGKKWWSSGAGNPKCKIAIVLG 
RTQNTSLSR*LNNSD*ETCVGMSQSSSYLGNLLKIHC 
LDSQIIM*DMRWVIYLYFTSIF*QVFLENIIGSIAE 

HS SLWNFQ Y * KVLLNYQS CLD * 1 1 RQ I FSDLCNE VI R 
CLDQRQ*S*NV*LYI*VPSYHC*AVRSFNQJ. LHUt bJNi 
HCFCSRSQPASDYVGVRLLHSSHSSHHCLHDYMKTSK 
RQLGFCLLS VLFFFLANFF * YNFS FD * \ HKQHSMILV 
PMNTPGVKI I RPLS VFGYTDNFHGGHFE I HFNQVRVP 
ATNLILGEGRGFEISQGRLGPGRIHHCMRTVGLAERA 
LQIMCERATQRIAFKKKLYAHEWAHWIAESRIAIEK 
IRLLTLKAAHSMDTLGSAGAKKEIAMIKVAAPRAVSK 
I VDWAI QVCGGAGVSQDYPLANMYAI TRVLRLADGPD 
EVHLSAIATMELRDQAKRLTAKI 


2003 


A 


2240 


506 


RRPPEGGSGGGRRTRARMPLPWSLALPLLLSWVAGGF 

GNAASARHHGLLASARQPGVCHYGTKLACCYGWRRNS 

KGVCEATCEPGCKFGECVGPNKCRCFPGYTGKTCSQD 

VNE CGMKPRP CQHRC VNTHGS YKC FC L S GHMLMPDAT 

CVNSRTCAMINCQYSCEDTEEGPQCLCPSSGLRLAPN 

GRDCLDIDECASGKVICPYNRRCVNTFGSYYCKCHIG 

FELQYISGRYDCIDINECTMDSHTCSHHANCFNTQGS 

FKCKCKQGYKGNGLRCS AI PENS VKE VbRAPLr 1 1 J5JJK 

I KKLLAHKN SMKKKAKI KNVTPE PTRTPTPKVNLQPF 

NYEEIVSRGGNSHGG\KKGNEEKMKEGLEDEKREEKA 

LKD*HRRERPFRG\DVFFPKVNEAGEFGLIL\VQRKA 

LTSKLEHKADLNISVDCSFNHG\ICDW\KQDR\EDDF 

DW\NPADR\DNA1 \GE Y \JXLAV FL^ijWULjhLJ^ \i\JJ±^rCi_iiv 

LLLPDLQPQSNFCLLFDYRLAGDKVGKLRVFVKNSNN 

ALAWEKTTSEDEKWKTGKIQLYQGTDATKSIIFEAER 

GKGKTGE I AVDGVLL VS GLC PD S LL S VDD 


2004 


A 


2 


469 


KGTKNGQFNYPWDVAVNSEGKILVSDTRNHRIQLFGP 
DGVFLNKYGFEGALWKHFDSPRGVAFNHEGHLWTDF 
NNHRLLVIHPDCQSARFLGSEGTGNGQFLRPQGVAVD 
numi T Tvan^RNWRVOMFESNGSFLCKFGAOGSGFGQ 

MDRPSGIA 


2005 


A 


4135 


639 


QCGPEAASAGSCSAETPSPPPRAPGRGPIMFSRKKRE 
LMKTPSISKKNRAGSPSPQPSGELPRKDGADAVFPGP 
SLEPPAGSSGVKATGTLKRPTSIiSRHASAAGFPLSGA 

AS WTLGRSHRS PLTAAS PGELPTEGAGPDWED I SHL 
LADVARFAEGLEKLKECVLHDDLLEARRPRAHECLGE 
ALRVMHQI I SKYPLLNTVETLTAAGTLI AKVKAFHYE 
SNNDLE KQE FE KALE T I AVAF S S TVS E FLMGE VD S S T 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possible nucleotide deletion,=possible nucleotide 
insertion) 










LLAVPPGDSSQSMESLYGPGSEGTPPSLEDCDAGCLP 
AEEVDVLLQRCEGGVDAALLYAKNMAKYMKDLI SYLE 
KRTTLEMEFAKGLQKIAHNCRQSVMQEPHMPLLSIYS 
LALEQDLEFGHSMVQAVGTLQTQTFMQPLTLRRLEHE 
KRRKE I KEAWHRAQRKLQEAE SNLRKAKQGYVQRCED 
HDKARFLVAKAEEEQAGSAPGAGSTATKTLDKRRRLE 
EEAKNKAEEAMATYRTCVADAKTQKQELEDTKVTALR 
QIQEVIRQSDQTIKSATISYYQMMHMQTAPLPVHFQM 

LCESS KL YD PGQQ YASHVRQLQRDQE PDVHYDFE PHV 
SANAWS PVMRARKS S FNVSDVARPEAAGS PPEEGGCT 
EGTPAKDHRAGRGHQVHKSWPLS I SDSDSGLDPGPGA 
GDFKKFERTSSSGTMSSTEELVDPDGGAGASAFEQAD 
LNGMTPELPVAVPSGPFRHEGLSKAARTHRLR\KLRT 
PAKCRECNS YVYFQGAE CEEC CLACHKKCLETLAI QC 
GHKKLQGRLQLFGQDFSHAARSAPDGVPFIVKKCVCE 
I ERRALRTKGI YRVNGVKTRVE KL CQAFENGKELVEL 
SQASPHDISNVLKLYLRQLPEPLISFRLYHELVGLAK 
DSL KAEAEAKAAS RGRQDGSES E AVAVAL AGRLRE LL 
RDL P PENRA S LQ YLLRHLRR I VE VEQDNKMT PGNLGI 
VFGPTLLRPRPTEATVSLSSLVDYPHQARVIETLIVH 
YGLVFEEEPEETPGGQDESSNQRAEVWQVPYLEAGE 
AWYPLQEAAADGCRESRWSNDSDSDLEEASELLSS 
SEASALGHLSFLEQQQSEASLEVASGSHSGSEEQLEA 
TAREDGDGDEDGPAQQLSGFNTNQSNNVLQAPLPPMR 
LRGGRMTLGS CRERQPEFV 


2006 


A 


3 


628 


SVGALDTFIAAVYEHAVILPNRAETPVSKEEALLLMN 
KNI DVLEKAVKLAAKQGAHI I VT PEDGI YGWI F TRE S 
IYPYLEDIPDPGVNWIPCRDPWRNH*NIVSLRKCLLN 
\ RFGNT PVQQRL S CLAKDNS I Y WANI GDKKP CNASD 
SQCPPDGRYQYNTDWFDSQGKLLARYHKYNLFAPEI 
OFDFPKDSELVTFDTPFGKIGIIT 


2007 


A 


1375 


1453 


RTFTS*CSVSCGRGVQQRHVGCQIGTHKIARETECNP 
YTRPESERDCQGPRCPLYTWRAEEWQEVSRATKGYLP 
GISRVRPLLSSHLFPIKPEKSPSTVTMLALSQKVHCQ 
TRAFAPTRVGELLVFKQFL 


2008 


A 


2679 


1435 


LLSTYIKFINLFPETKATIQGVLRAGSQLRNADVELQ 
QRAVEYLTLSSVASTDVLATVLEEMPPFPERESSILA 
KLKRKKGPGAGSALDDGRRDPSSNDINGGMEPTPSTV 
STPSPSADLLGLRAAPPPAAPPASAGAGNLLVDVFDG 
PAAQPSLGPTPEEAFLSPGPEDIGPPIPEADELLNKF 
VC KNNGVLFENQLLQ I GVKS E FRQNLGRM YL F YGNKT 
SVQFQNFS PT WHPGDLQTQLAVQTKRVAAQVDGGAQ 
VQQVLNIECLRDFLTPPLLSVRFRYGGAPQALTLKLP 
VT I NKF FQ P TEMAAQD F FQRWKQL S L PQQE AQKI FKA 
NH PMD AE VT KAKLLGF GS ALLDNVD PN PENF VGAG 1 1 
QTKALQVGCLLRLEPNAQAQMYRLTLRTSKEPVSRHL 
CELLAQQF 


2009 


A 


153 


1994 


MGALRPTLLPPSLPLLLLLMLGMGCWAREVLVPEGPL 
YRVAGTAVS I SCMVTGYEGPAQQNFEWFLYRPEAPDT 
ALGI VS TKDTQ F S YAVFKS R WAGE VQVQRLQGDAW 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted j 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unkno\vn, *=Stop codon, 
/^possible nucleotide deletion,=possibIe nucleotide 
insertion) 










LKIARLQAQDAGIYECHTPSTDTRYLGSYSGKVELRV 
LPDVLQVSAAPPGPRGRQAPTSPPRMTVHEGQELALG 
CLARTSTQKHTHLAVSFGRSVPEAPVGRSTLQEWGI 
RSDLAVEAGAPYAERLAAGELRLGKEGTDRYRMWGG 
AQ AGDAGT YHCTAAE WI QD PDGSWAQIAE KRAVLAHV 
DVQTLSSQLAVTVGPGERRIGPGEPLELLCNVSGALP 
PAGRHAAYSVGWEMAPAGAPGPGRLVAQLDTEGVGSL 
GPGYEGRHIAMEKVASRTYRLRLEAARPGDAGTYRCL 
AKAYVRGSGTRLREAASARSRPLPVHVREEGWLEAV 
AWLAGGTVYRGETASLLCNISVRGGPPGLRLAASWWV 
ERPEDGELSSVPAQLVGGVGQDGVAELGVRPGGGPVS 
VELVGPRSHRLRLHSLGPEDEGVYHCAPSAWVQHADY 
SWYQAGSARSGPVTVYPYMHALDTLFVPLLVGTGVAL 
VTGAT VLGT I TCC FMKRLRKR * 


2010 


A 


153 


1994 


MGALRPTLLPPSLPLLLLLMLGMGCWAREVLVPEGPL 
YRVAGTAVS I SCNVTGYEGPAQQNFEWFLYRPEAPDT 
ALGIVSTKDTQFSYAVFKSRWAGEVQVQRLQGDAW 
LKIARLQAQDAGIYECHTPSTDTRYLGSYSGKVELRV 
LPDVLQVSAAPPGPRGRQAPTSPPRMTVHEGQELALG 

CLART S TQKHTHLAVS FGRS VPEAPVGRS TLQEWGI 
RSDLAVEAGAPYAERLAAGELRLGKEGTDRYRMWGG 
AQAGDAGT YHCTAAE WIQDPDGSWAQ I AEKRAVLAHV 
DVQTLSSQLAVTVGPGERRIGPGEPLELLCNVSGALP 
PAGRHAAYSVGWEMAPAGAPGPGRLVAQLDTEGVGSL 
GPGYEGRHIAMEKVASRTYRLRLEAARPGDAGTYRCL 
AKAYVRGSGTRLREAASARSRPLPVHVREEGWLEAV 
AWLAGGTVYRGETASLLCNISVRGGPPGLRLAASWWV 
ERPEDGELSSVPAQLVGGVGQDGVAELGVRPGGGPVS 
VELVGPRSHRLRLHSLGPEDEGVYHCAPSAWVQHADY 
SWYQAGSARSGPVTVYPYMHALDTLFVPLLVGTGVAL 
VTGAT VLGT I TC C FMKRLRKR * 


2011 


A 


153 


1994 


MGALRPTLLPPSLPLLLLLMLGMGCWAREVLVPEGPL 
YRVAGTAVS I SCNVTGYEGPAQQNFEWFLYRPEAPDT 
ALG I VS TKDTQ F S YAVFKS RWAGE VQVQRLQGDAW 
LKIARLQAQDAGIYECHTPSTDTRYLGSYSGKVELRV 
LPDVLQVSAAPPGPRGRQAPTSPPRMTVHEGQELALG 
CLART S TQKHTHLAVS FGRS VPEAPVGRS TLQEWGI 
RSDLAVEAGAPYAERLAAGELRLGKEGTDRYRMWGG 
AQAGDAGTYHCTAAEWIQD PDGSWAQIAE KRAVLAHV 
DVQTLSSQLAVTVGPGERRIGPGEPLELLCNVSGALP 
PAGRHAAYSVGWEMAPAGAPGPGRLVAQLDTEGVGSL 
GPGYEGRHIAMEKVASRTYRLRLbAAKFLjJJAvjji xKLli 
AKAYVRGSGTRLREAASARSRPLPVHVREEGWLEAV 
AWLAGGTVYRGETASLLCNI S VRGGPPGLRLAASWWV 
ERPEDGELSSVPAQLVGGVGQDGVAELGVRPGGGPVS 
VELVGPRSHRLRLHSLGPEDEGVYHCAPSAWVQHADY 
SWYQAGSARSGPVTVYPYMHALDTLFVPLLVGTGVAL 
VTGAT VLGT I T C C FMKRLRKR * 


2012 


A 


153 


1994 


MGALRPTLLPPSLPLLLLLMLGMGCWAREVLVPEGPL 
YRVAGTAVS I S CNVTG YEGPAQQNFE WFL YRPE APDT 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion 5 =possible nucleotide 
insertion) 










ALGIVSTKDTQFSYAVFKSRVVAGEVQVQRLQGDAVV 
LKI ARLQAQDAGI YECHTPS TDTRYLGS YSGKVELRV 
LPDVLQVS AAP PGPRGRQAPT S P PRMT VHEGQE LALG 
CLARTSTQKHTHLAVSFGRSVPEAPVGRSTLQEWGI 
RS DL AVE AGAP YAERLAAGELRLGKE GTDRYRM WGG 
AQAGDAGT YHCTAAE WI QD PDGS WAQ I AEKRAVLAHV 
D VQT L S S QL AVT VG P GE RR IGPGEPLE LL CNVS GAL P 
PAGRHAAYSVGWEMAPAGAPGPGRLVAQLDTEGVGSL 

GPG YEGRH I AME KVAS RT YRLRLE AAR PGD AGT YRCL 
AKAYVRGSGTRLREAASARSRPLPVHVREEGWLEAV 
AWLAGGTVYRGETASLLCNISVRGGPPGLRLAASWWV 
ERPEDGELSSVPAQLVGGVGQDGVAELGVRPGGGPVS 
VELVGPRSHRLRLHSLGPEDEGVYHCAPSAWVQHADY 
SWYQAGSARSGPVTVYPYMHALDTLFVPLLVGTGVAL 
VTGAT VLGT I T CCFMKRLRKR * 


2013 


A 


1273 


480 


YLRLWLRHFDPRHPHGVPLPTEPSTPKSPSAGPSPHL 
LHPGTPGHPSASPPSRPPSSSTPKRPRTAGRNPKRRQ 
SSPGRPT/NPGLRKKMGPPSEG\SGGGNTPQGPASGP 
ASLLPNPC* LCRGKPLGVLRGGGRRGASVPESWPHI P 
APNAG * GHAQRD PGGAGQ PKD * GGRGAPGQQATEADS 
GPAA\GMRGPHI IQLDTPLSAS RGMRNARGT FGM /PS 
LPRGDLS PS S AGHPPAS VTLPQGPHF PKGTLAPGTLP 
PALFGDQEL 


2014 


A 


853 


1553 


KKKETVSVSSREVRETSKALERPKLQE*PRGPALQSR 
ATS PRNT YQRPAGWPQAE PPQ* GNRLF PAGVRGRAPG 
PHPRA * WS Q P PAED PTGRAETQLC P PAALARAQ PRRQ 
LCGPALPGPRRP / PTRTPT * S GRGF S KWLAPE I TQGP 
APN\ PFGFSDVLFCVFFKPFSLFR* * KNL* KTLLTNQ 
PEPQEPKGCGGVWRPHYVSGLLPTLKPCSLKREGPRP 
ALPPS/SPSPPPLCPSLRSPPASL/PPVILAFRVPWR 
FP* PPVKIQRLS PFFFNFDN* / PSVSFSKFYFSNHPG 
QPPAL I PSRPGLSGPP FHTLRFETAVF PTFAAGMAVS 
CPCLPIWPIPQPWGPGSLPQPPPLLMP*KLGPRPCWP 
EPQMPSSGSLT/SGPNSSGLGIGPPYPGSPPWGQ*KG 
KAFILANRPHHPLLPGPPCRDGLSLP/RPLLSVCGSR 
TLCPSPGASAVTRLLKMNS*ILPAHPRPDPWSWPPSS 
PVPETSTP*R*TLGPPTSRTCRPEV\PWALPPANWAT 
S FPPLTLG / VPHPLQGD YS PD PTPVS PHGPLLN 


2015 


A 


527 


871 


VWSPDRPSSSDPRGQRRRPTGRVAADPGAAPPAAAAA 
PPPS SA* TAPGSCRRWRTS SRRPTPGSNPRPTPPRPR 
SRATSP/TPDSAQRLPPPPPPAGPG\PPGPEAPPVSL 

GQPFCR 


2016 


A 


17 


941 


PLDRAVEFAVGSGRPRRISCLSCPGGGGAASGLQRAA 
GGTGL S WVP AGLRVC CSQRSERPE KE E Q P VQN P RRKG 
KGGE I STWKNS SMKMKECLRI KER * TMKNSHRTRESQ 
K* LVFWKTRS * KTRETQKTRARELRNR * RI KKSQRVR 
ERQKEKE SQRGRE SQRCREDQRQRESQREGEGQRVKE 
S QTWVRE PESEGEPESE TRAAGKRPAEDD I PRKAKRK 
TNKGLAQYLKQYKEAIHDMNFSNEDMIREFDNMARVE 
DKRRKSKQKLGAFLWMQRNLQDPFYPRGPREFRGGCR 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










APRRDTEDIPYV 


2017 


A 


335 


120 


MFLLLFCLMFDFTKVFFILLLHIFCLSTCLFLGLHIC 
ASFHARALLETALILLRMKIAGFQVILFPQDFVL* 


2018 


A 


3 


800 


FVLDPYSGVIKSNVSFDREQQSSYTFDVKATDGGQPP 
RS S TAKVT I NVMDVNDN S PWI S PPSNTSFKLVPLSA 
I PGS WAE VFAVD VDTGMNAE LKYT I VS GNNKGLFRI 
DPVTGNITLEEKPAPTDVGLHRLWNISDLGYPKSLH 
TLVLVFLYVNDTAGNASYIYDLIRRTMETPLDRNIGD 
SSQ PYQNEDYLT IMIAI I AGAMWI WI FVTVLVRCR 
HASRFKAAQRSKQGAEWMS PNQENKQNKKKKRKKRKS 
PKSSLLN 


2019 


A 


1 


1331 


GWNGSWNDNLVDTS PLKRDPLQDI CRRYMEDLKKI CF 
YRELNSKTTLKFVHTSFHGVGHDYVQLAFKVFGFKPP 
IPVPEQKDPDPDFSTVKCPNPEEGESVLELSLRLAEK 
ENARVVLATDPDADRLAAAELQENGCWKVFTGNELAA 
LFGWWMFDCWKKNKSRNADVKNVYMLATTVS S KI LKA 
IALKEGFHFEETLPGFKWIGSRIIDLLENGKEVLFAF 
EESIGFLCGTSVLDKDGVSAAVVVAEMASYLETMNIT 
LKQQLVKVYEKYGYHISKTSYFLCYEPPTIKSIFERL 
RNFD S PKE Y PKF CGT FAI LHVRD VTTGYD SSQ PNKKS 
VLPVSKNSQMITFTFQNGCVATLRTSGTEPKIKYYAE 
MCASPDQSDTALLEEELKKLIDALIENFLQPSKNGTG 
SGRSCLGVPPNTVMTLCGAYGNRATRRNCHTLEPCG 


2020 


A 


1 


2337 


TRFRGLRPAVAPWTALLALGLPGWVLAVSATAAAWP 
EQHASVAGQHPLDWLLTDRGPFHRAQEYADFMERYRQ 
GFTTRYRIYREFARWKVNNLALERKDFFSLPLPLAPE 
FIRNIRLLGRRPNLQQVTENLIKKYGTHFLLSATLGG 
EESLTIFVDKQKLGRKTETTGGASIIGGSGNSTAVSL 
ETLHQLAASYFIDRESTLRRLHHIQIATGAIKVTETR 
TGPLGCSNYDNLDSVSSVLVQSPENKVQLLGLQVLLP 
EYLRERFVAAALS YI TCS SEGELVCKENDCWCKCSPT 
FPECNCPDADIQAMEDSLLQIQDSWATHNRQFEESEE 
FQALLKRLPDDRFLNSTAISQFWAMDTSLQHRYQQLG 
AGLKVLFKKTHRILRRLFNLCKRCHRQPRFRLPKERS 
LSYWWNRIQSLLYCGESTFPGTFLEQSHSCTCPYDQS 
SCQGPI PCALGEGPACAHCAPDNSTRCGSCNPGYVLA 
QGLCRPEVAESLENFLGLETDLQDLELKYLLQKQDSR 
I EVHS I FI SNDMRLGS WFDPS WRKRMLLTLKSNKYKP 
GLVHVMLALSLQI CLTKNSTLE PVMAI YVNPFGGSHS 
E S WFMPVNEGS F PDWERTNVDAAAQCQNWT I TLGNRW 
KTFFETVHVYLRSRI KSLDDS SNETI YYE PLEMTDPS 
KNLGYMKI NTL \ QVFGYS L PFD PD \ AI RDL I LQLD Y P 
YTQGSQDSALLQLIELRDRVNQLSPPGKVRLDLFSCL 
LRHRLKLANNE VGRI Q S S LRAFNS KL PNPVE YE TGKL 
CS 


2021 


A 


161 


547 


PAGIGRSTAKTPGTPGSLEMENLKSGVYPLKEASGCP 
GADRNLL V Y S F YE KGPLT FRD VAI E F S LE E WQ CLDTA 
QQDLYRKVMLENYRNLVFLAGIAVSKPDLITCLEQGK 
EPWNMKRHAMVDQPPGR 


2022 


A 


161 


547 


PAGIGRSTAKTPGTPGSLEMENLKSGVYPLKEASGCP 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 

ending 

nucleotide 

location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X= U n known , w — atop coaon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










GADRNLLVYSFYEKGPLTFRDVAIEFSLEEWQCLDTA 
QQDLYRKVMLENYRNLVFLAGIAVSKPDLITCLEQGK 

E PWNMKRHAMVDQP PGR 


2023 


A 


3 


452 


AVPGPGFGLSPTMVTLAELLVLLAALLATVSGY\ fvs 
IDAHAEECFFERVTSGTKMGLIFEAEDGGFLDIDWI 

TL PDR / RKI KPRLLKKKGQ * TYRS FMDVT F KL CYNLR 
MSWMNPNIRNHNHWLtLLTS I KFLI TQFRS SLS YLS SC 

IQSE 


2024 


A 


31 


1312 


ITTWiAGKRSGWSRAALLQLLLGVNLGVMPPTRARSL 
RFVTLLYRHGDRSPVKTYPKDPYQEEEWPQGFGQLTK 
EGMLQHWELGQALRQRYHGFLNTSYHRQEVYVRSTDF 
DRTLMSAEANLAGLFPPNGMQRFNPNI SWQPI PVHTV 
PITEDRLLKFPLGPCPRYEQLQNETRQTPEYQNESSR 
NAQFLDMVANETGLTDLTLETVWNVYDTLFCEQTHGL 
RLPPWASPQTMQRLSRLKDFSFRFLFGIYQQAEKARL 
QGGVLLAQIRKNLTLMATTSQLPKLLVYSAHDTTLVA 
LQMALDVYNGEQAPYASCHIFELYQEDSGNFSVEMYF 
RNESDKAPWPLSLPGCPHRCPLQDFLRLTEPWPKDW 
QQECQLASGPADTEVIVALAVCGSILFLLIVLLLTVL 
FRMQAQ P PGYRHVADGEDHA 


2025 


A 


2 


317 


FVDS PRFRATI DE VETD WE I E AKLDKLVKLCS GMVE 
AGKAYVSTSRLFVSGVRDLSQQCQGDTVISECLQRFA 
DS LQE WNYHMI LFDQAQRS VRQQLQ S FVKE 


2026 


A 


1788 


3 


RTRGRF PKRT P/LFQIS S AVQKEQ PLPTAE I TRLAVW 
AAVQAVERKLEAQAMRLLTLEGRTGTNEKKIADCEKT 
AVEFANHLESKWVVLGTLLQEYGLLQRRLENMENLLK 
NRNFWILRLPPGSNGEVPKVPVTFDDVAVHFSEQEWG 
NliSEWQKELYKNVMRGNYESLVSMDYAISKPDLMSQM 
ERGERPTMQEQEDSEEGETPTDPSAAHDGIVIKIEVQ 
TNDEGSESLETPEPLMGQVEEHGFQDSELGDPCGEQP 
DLDMQEPENTLEEST/DRLQRVQRTEADAGAAEELHG 
/VGS/WIKTEEQDEEEEEEEEDELPQHLQSLGQLSGR 
YEASMYQTPLPGEMSPEGEESPPPLQLGNPAVKRLAP 

S VHGER / PPERE PRGLE PAAAE PARRAALHMHGVRQE 
LPP/GRSTSSSTSATTSRRGPTSAPNARSASGTSNSS 
RCTS ASTACAEAASHPN/ CGPTFNPKHALKPRPKS PS 
SGSGGGGPKPYKCPECDSSFSHKSSLTKHQITHTGER 
PYTCPECKKS FRLHI SLVI HQRVHAGKHEVS F I CSLC 
GKSFSRPSHLLRHQRTHTGERPFKCPECEKSFSEKSK 

LTNHCRVHSRERP 


2027 


A 


2193 


442 


ELNCNIRAPPKQMFWCFRPRSKERAVWAWERRLMW 
(^XjAPEo lyr V J_i.Dii.Uo X — — t V lr xii J— iJ-Jvir V rs. J. r ox\o im-ir _jn__ 

VPAASEEIFKIASMAPGALLLEAQKEYEKESQKADEY 
LRE I QELGQLTQAVQQC I E AAGHEHQ PDMQKS LLRAA 
S FGKCFLDRF P PD S FVHMCQDLRVLNAVRDYHI GI PL 
TYSQYKQLTIQVLLDRLVLRRLYPLAIQICEYLRLPE 
VQGVSRILAHWACYKVQQKDVSDEDVARAINQKLGDT 
PGVSYSDIAARAYGCGRTELAIKLLEYEPRSGEQVPL 
LLKMKRS ICLAL SKAIES GDTDLVFT VLLHLKNELNRG 
D F FMTLRNQ PMAL S L YRQ F C KHQELE TLKDL YNQDDM 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion 5 =possible nucleotide 
insertion) 










hqelgs fhi rasyaaeeri egrvaalqtaadafykak 
nefaakatedqmrllrlqrrledelggqfldlslhdt 
vttlilgghnkraeqlardfripdkrlwwlkltalad 
ledweelekfskskkspigylpfveicmkqhnkyeak 
kyasrvgpeqkvkalllvgdvaqaadvaiehrneael 
slvlshctgatdgatadkiqraraqaqkk 


2028 


A 


110 


277 


MLLALPLAAPSCPMLCTCYSSPPTVSCQANNFSSVPL 
SLPPSTORLFLONNLIRTL 


2029 


A 


1 


359 


ISGES1 YWS QKPTPS SNAS PWSE PAAVDVELTAYALL 
AQLTKPSLTQKE I AKATS I VAWLAKQRNAYGGFS STQ 
DT WALQALAKYATTAYVPS E E I NLWKS TENFQRTF 
NIOAVNRM 


2030 


A 


16 


255 


ARPSCPCSWSFSCCGVSPGA/LVTEAAIFYETQPSLW 
AESESLLKPLAKLMTYFKNSTYLIRLFMIYRCKPVKS 

KKKKRN 


2031 


A 


2 


414 


GKTHTAT WE LNP WVE YE F RWASNKI GGGE P S L P S E 
KVRTEEAVPEVPPSEVNGGGGSRSELVITWDPVPEEL 
QNGEGFGY WAFRPLGVTT WI QTWTS PDT PRYVFRN 
E S I VP YS P YE VKVGVYNNKGEGPFS P 


2032 


A 


3 


438 


SNLHHLILNNNQLTLISSTAFDDVFALEELDLSYNNL 
ETIPWDAVEKMVSLHTLSLDHNMIDNIPKGTFSHLHK 
MTRLDVTSNKLQKLPPDPLFQRAQVLATSGIISPSTF 
ALSFGGNPLHCNCELLWLRRLSREDDLETCASPP 


2033 


A 


3 


438 


SNLHHL I LNNNQLTL I S S T AF DDVF ALE E LDL S YNNL 
ETI PWDAVEKMVSLHTLSLDHNMIDNI PKGTFSHLHK 
MTRLDVTSNKLQKLPPDPLFQRAQVLATSGI I S PSTF 
ALSFGGNPLHCNCELLWLRRLSREDDLETCASPP 


2034 


A 


166 


4280 


ASDQSGSQPGDHSAGQANQLKLEDMKSPRRTTLCLMF 
IVIYSSKAALNWNYESTIHPLSLHEHEPAGEEALRQK 
RAVATKS PTAEE YTVNI E I S FENAS FLDPI KAYLNSL 
SFPIHGNNTDQITDILSINVTTVCRPAGNEIWCSCET 
GYGWPRERCLHNLICQERDVFLPGHHCSCLKELPPNG 
PFCLLQEDVTLNMRVRLNVGFQEDLMNTSSALYRSYK 
TDLETAFRKGYGILPGFKGVTVTGFKSGSVWTYEVK 
TTPPS LEL I HKANEQ WQ S LNQT YKMDYNS FQAVT IN 
ESNFFVTPEIIFEGDTVSLVCEKEVLSSNVSWRYEEQ 

QLE IQNS SRFS I YTALFNNMTSVS KLT I HNI TPGDAG 
EYVCKLILDIFEYECKKKIDVMPIQILANEEMKVMCD 
NNPVSLNCCSQGNVNWSKVEWKQEGKINIPGTPETDI 
DSSCSRYTLKADGTQCPSGSSGTTVIYTCEFISAYGA 
RGSANIKVTF I SVANLTITPDPI SVSEGQNFS I KC IS 
DVSNYDE VYWNTS AGI KI YQRF YTTRRYLDGAE S VLT 
VKTSTREWNGTYHC I FRYKNS YS I ATKDVI VHPLPLK 
LNIMVDPLEATVSCSGSHHIKCCIEEDGDYKVTFHMG 
SSSL PAAKE VNKKQVC YKHNFNAS S VS WC S KTVDVC C 
HFTNAANNS VWS P SMKLNLVPGEN I TCQD PVI GVGE P 
GKVIQKLCRFSNVPSSPEE/ SPLGGTITYKCVGSQWG 
\EKRNDCI S APINSLLQMAKALI KS PSQDEMLPTYLK 
DLS I S I DKAEHE I S S S PGSLGAI INI LDLLS TVPTQV 
NSEMMTHVLSTVNVILGKPVLNTWKVLQQQWTNQSSQ 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










LLHSVERFSQALQSGDSPPLSFSQTNVQMSSTVIKSS 
HPETYQQRFVF PYFDLWGNWIDKS YLENLQSDS S IV 
TMAFPTLQAILAQDIQENNFAESLVMTTTVSHNTTMP 
FRISMTFKNNSPSGGETKCVFWNFRLANNTGGWDSSG 
CYVEEGDGDNVTC I CDHLTSF S I LMS PDS PDPSSLLG 
I LLD IIS YVGVGF S I L S LAAC LWEAWWKSVT KNRT 
SYMRHTCIVNIAASLL\VANTWFIGVAAIQDNRYILC 
KTACVAATFFIHFFYLSVFFWMLTLGLMLFYRLVFIL 
HETSRS TQKAIAF CLGYGC PL AI S VI TLGATQ PRE VY 
TRKNVCWLNWEDTKALLAFAIPALIIWVNITITIW 
ITKILRPSIGDKPCKQEKSSLFQISKSIGVLTPLLGL 
TWGFGLTTVFPGTNLVFHI I F AI LNVFQGLF I LLFGC 
LWDLKVQE ALLNKF S L SRWS S QHS KS T S LGS S T P VF S 
MSSPISRRFNNLFGKTGTYNVSTPEATSSSLENSSSA 

SSLLN 


2035 


A 


1 


366 


AFRSDSRLAEHQRVHTGERPYTCNECGKVFSTKAYLA 
CHQKLHTGEKLYECEECDKVYIRKSHLERHRRIHTGE 
KPHKCGDCGKAFNSPSHLIRHQRIHTGQKSYKCHQCG 
KVFSLRSLLAE 


2036 


A 


2 


236 


ISGQEGLQAVLASDYSFAQFRYLQRLLLVHGRWSYFR 
MCKFLCYFFYKNFAFTLVHFWFGFFCGFSAQTVYDQW 
FITL 


2037 


A 


706 


951 


MRCGWGPLGCLGTGAPAGWMVLGSPRSQLQRARWSRA 
SLS AFGWE I RLRPEGP KAPRQLLrLVALE SETLGVHGG 
ATPLHCL* 


2038 


A 


1242 


433 


PGSPDVNRAWRPPPPPPPPPPAPQPTMSRRKQGKPQ 
HL S KRE F SPEPLEAI LTDDE PDHGPLGAPEGDHDLLT 
CGQCQMNFPLGDILIFIEHKRKQCNGSLCLEKAVDKP 
PSPSPIEMKKASNPVEVGIQVTPEDDDCLSTSSRGIC 
PKQEHIADKLLHWRGLSSPRSAHGALIPTPGMSAEYA 
PQGI CKDEPS S YTCTTCKQPFTSAWFLLQHAQNTHGL 
RIYLESEHGSPLTPRVLHTPPFGWPRELKMCGSFRM 
EAREPLSSEKI 


2039 


A 


2009 


1889 


MH S AMLGTRVNL SVSD F WR VMMRVC WL VRQD S RHQRI 
RL PHLEAWI GRGPETKI TDKKC SRQQ VQLKAE CNKG 
YVKVKQVGVNPTSIDSWIGKDQEVKLQPGQVLHMVN 
ELYPYIVEFEEEAKNPGLETHRKRKRSGNSDSIERDA 
AQEAEAGTGLEPGSNSGQCSVPLKKGKDAPIKKESLG 
HWSQGLKISMQDPKMQVYKDEQVWIKDKYPKARYHW 
LVL PWT SIS S LKAVARGTP * T P * AYAHCGGKGD CRF C 
W\ S S KLRFRLGYHAI PSMSHVHLHVI SQDFDS PCLKN 
KKHWNS FNTEYFLE S QAVI EMVQE AGRVT VRDGMPEL 
LKLPLRCHECQQLLPSIPQLKEHLRKHWTQ*FFFFTV 
LS KF I LREKES SGSTQLFHS PTTFPCIRTYAVI VS 


2040 


A 


2009 


1889 


MHSAMLGTRVNLSVSDFWRVMMRVCWLVRQDSRHQRI 
RLPHLEAWI GRGPETKI TDKKCSRQQVQLKAE CNKG 
YVKVKQVGVNPT S I D SWI GKDQE VKLQPGQVLHMVN 
ELYPYIVEFEEEAKNPGLETHRKRKRSGNSDSIERDA 
AQEAEAGTGLEPGSNSGQCSVPLKKGKDAPIKKESLG 
HWSQGLKISMQDPIxMQV^I<I)EQVWII<XiKYPI<ARYHW 



I 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X^Un known, *=Stop codon, 
/^possible nucleotide deletion,=possib!e nucleotide 
insertion) 










LVL PWT SIS S LKAVARGT P * T P * AYAHCGGKGD CRFC 
W\SS KLRFRLGYHAI PSMSHVHLHVI SQDFDS PCLKN 
KKHWNS FNTE YFLE SQAVI EMVQEAGRVT VRDGMPEL 
LKLPLRCHECQQLLPS I PQLKEHLRKHWTQ* FFFFTV 
LSKFILREKESSGSTQLFHSPTTFPCIRTYAVIVS 


2041 


A 


2009 


1889 


MH S AMLGTR VNL S VS D F WRVMMRVC WL VRQDS RHQR I 
RLPHLEAWIGRGPETKITDKKCSRQQVQLKAECNKG 
YVKVKQVGVNPTS IDS WI GKDQEVKLQPGQVLHMVN 
ELYPYIVEFEEEAKNPGLETHRKRKRSGNSDSIERDA 
AQE AEAGTGLE PGSNS GQC S VPLKKGKDAP I KKE S LG 
HWSQGLKI SMQDPKMQVYKDEQVWI KDKYPKARYHW 
LVL PWT S I S S LKAVARGT P * T P * AYAHCGGKGD CRFC 
W\SS KLRFRLGYHAI PSMSHVHLHVI SQDFDS PCLKN 
KKHWNS FNTE YFLE SQAVI EMVQEAGRVTVRDGMPEL 
LKLPLRCHECQQLLPSI PQLKEHLRKHWTQ* FFFFTV 
LSKFILREKESSGSTQLFHSPTTFPCIRTYAVIVS 


2042 


A 


1464 


775 


KMTTAARPTFEPARGGRGKGEGDLSQLSKQYSSRDLP 
SHTKIKYRQTTQDAPEEVRNRDFRRELEERERAAARE 
KNRDRPTREHTTS S S VS KKPRLDQ I PAANLDADD PLT 
DEEDEDFEEESDDDDTAALLAELEKIKKERAEEQARK 
EQEQKAEEERIRMENILSGNPLLNLTGPSQPQANFKV 
KRRWDDDWFKNCAKGVDDQKKDKRFVNDTLRSEFHK 
KFMEKYIK 


2043 


A 


2 


860 


ATTRIRLSGGRSQHEGRVEVQIGGPGPLRWGLICGDD 
WGTLEAMVACRQLGLGYANHGLQETWYWDSGNITEW 
MSGVRCTGTELSLDQCAHHGTHITCKRTGTRFTAGVI 
C S E TAS DLLLHS AL VQ ET A Y I EDRP LHML YC AAE ENC 
LASSARSANWPYGHRRLLRFSSQIHNLGRADFRPKAG 
RHSWVWHECHGHYHSMDFFTHYDILTPNGTKVAEGHK 
AS F CLEDTE CQEDVS KRYE CANFGEQGI TVGCWDLYR 
HDIDCQWIDITDVKPGNYILHGVINPT 


2044 


A 


973 


266 


ARGSLCAPASPLYPVNQLRNVALAQALTPYVFLSDID 
FLPAYSLYDYLRASIEQLGLGSRRKAALWPAFETLR 
YRFSFPHSKVELLALLDAGTLYTFRYHEWPRGHAPTD 
YARWRE AQA P YRVQ WAAN YE PYWVPRDC PRYDPRFV 
GFGWNKVAHIVELDAQEYELLVLPEAFTIHLPHAPSL 
DISRFRSSPTYRDCLQALKDEFHQDLSRHHGAAALKY 

LPALQQPQS PARG 


2045 


A 


1668 


218 


AWRAQGSRGFSGAGWRPRQAAAMNFSEVFKLSSLLC 
KFSPDGKYLASCVQYRLWRDVNTLQILQLYTCLDQI 
QHIEWSADSL F I LCAM YKRGLVQVWSLEQPEWHCKI D 
EGSAGLVAS CWSPDGRHILNTTEFHLRITVWSLCTKS 
VS YI KYPKACLQGI TFTRDGRYMALAERRDCKDYVS I 
FVCSDWQLLRHFDTDTQDLTGIEWAPNGCVLAVWDTC 
LEYKILLYSLDGRLLSTYSAYEWSLGIKSVAWSPSSQ 
FLAVGS YDGKVRI LNHVTWKMI TE FGHPAAIND PKI V 
VYKEAEKSPQLGLGCLSFPPPRAGAGPLPSSESKYEI 
ASVPVSLQTLKPVTDRANPKIGIGMLAFSPDSYFLAT 
RNDNI PNAVWVWD I Q KLRLFAVLEQLS P VRAFQWDPQ 
QPRLAI CTGGSRL YLWS PAGCMS VQVPGEGDFAVLSL 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possible nucleotide deletion,=possible nucleotide 
insertion) 










CWHLSGDSMALLSKDHFCLCFLETEAWGTACRQLGG 
HT 


2046 


A 


231 


1289 


S PTVSFLFFNMETNPSVGTTS AI S ILLARS SRERQLS 
SEGRFSWRL*DASSGERS*RRSESSSWLSS*ERESSV 
SFKHPFKRLFK*SSVSLLSWSSLSPFSSGAIHTSGSS 
MPKSDI*LFPQSTFSEPSESACACGDFPSLSVRSGCC 
SSFNSLFSSWSVGNASEASRSGKRSSFL*ACEYLPSE 
INAGGIRSQPGEINGSVFDLLERNTLGS SAMPS ILAT 
SWQASV*ASCKRLSSSQASSEESGPDGLPAVSEDWW 
SANVASALQSSSSMWSFPAVTERLGESVC\SPSDDSR 
DCSPGAPLYVGFLYLTLCRDKFYSLKMKKNKLLKIQN 
NTLYRKEKKGHMNMCNTAI F 


2047 


B 


26 


175 


NCGSGDILLKIVKVEHEEMPEAKNVIAVLEEFMKEAL 
DQSF 


2048 


A 


1 


1386 


RDFVAASSRRRRADFPRMTELRQRVAHEPVAPPEDKE 
SESEAKVDGETASDSESRAESAPLPVSADDTPEVLNR 
ALSNLS SRWKNWWVRGI LTLAMI AFFF I I I YLGPMVL 
M 1 1 VMC VQ I KC FHE 1 1 T I GYNVYHS YDLPWFRTLSWY 
FLLSVNYFFYGETVTDYFFTLVQREEPLRILSKYHRL 
I S FTLYLI GFCMFVLSLVKKHYRLQF YMFGWTHVTLL 
IWTQSHLVIHNLFEGMIWFIVPISCVICNDIMAYMF 
GFFFGRTPLIKLSPKKTWEGFIGGFFATWFGLLLSY 
VMSGYRCFVCPVEYNNDTNSFTVDCEPSDLFRLQEYN 
I PGVIQS VI GWKTVRMYPFQIHS I ALSTFASLI GPFG 
GFFASGFKRAFKI KDFANTI PGHGGIMDRFDCQYLMA 
TFVNVYIASFIRGPNPSKLIQQFLTLRPDQQLHIFNT 
LRSHLIDKGMLTSTTEDE 


2049 


A 


2 


427 


HSWVSRSCAFEPAWEEGATSQTVATCGGEAVCVIDCQ 
TG I VLHKYKAPGE E F F S VAWT ALM WTQ AGHKKRWS V 
L AAAGLRGL VRLLH VRAGF C C GV I RAHKKAI AT L C F S 
PAHETHLFTASYDKRI ILWDIGVPNQDYEFQ 


2050 


A 


1 


892 


RTRGRTRGRGTRGGGGGGGTGAGGRGEGSQVPGLSAA 
DQDR* GRGCCS PGGRDRAGGGGGI GQGGDAERRRGEQ 
GEGWGRTPGQKPGRGEAPLWKGRV*GPRWRGGPEAA 
GAAAAQR P PGP VP F P AGGAE P L PALQ P I P AAQDLRGA 
AQKEGPGGR*GG*PGRRGRGPRERASVPAPSGHAGGA 
EEAAGRRPAWPPGAGPVEAAVPGEAHQGGEGVATLP 
GTQEAGGDAGHGQLSDEGRAPGCSARGGADPGVGG*K 
GEGDERRAAGEHSAEAEPGAF*NQDEDPGGPDPGSAS 
Y 


2051 


A 


2 


1086 


FVLCAGACWPLRDRDT/ S PPAHLCPEVTPWSLHVPI S 
LQCPPRLCSPPTHRLTPPAGCQRPPPAGPLSVAPASL 
SPSAPALLEA/TSPPWTAGATWSPGRSPATQCWPPSW 
CQTPFPHPETGQLCLWSLH*PHLSSLGQAGAAG*GG 
PLAPPFPPFLVPFP\P*QVQHPRSPA*GAGPEPAVNI 
PQPL/PVPPWD-PLTSPPNSTGAPSWPRAGSVSPSP/ 
VLEPRPEQLSGRQGCSSVSSWGAPGGATDRQAAQGPG 
HPSPGRCCPRRTVLGNEPPAGFGLRSLWPRSPPHEVG 
ARLPNGAFGFSVRCLLCFPPWRAEPPHIRIGRATPPG 
PGP/VPSQPSPRGSMPVPRPGAARGQLDGHVQGSRL 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possible nucleotide deletion,=possible nucleotide 
insertion) 


2052 


A 


3 

t 


1385 


KYE S AQ PGGTQ PE PGLGARMAI HKALVMCLGLPLFL F 
PGAWAQGHVPPGCSQGLNPLYYNLCDRSGAWGIVLEA 
VAGAGIVTTFVLTIILVASLPFVQDTKKRSLLGTQVF 
FLLGTLGLFCLVFACVEKPDFSTCASRRFLFGVLFAI 
CFSCLAAHVFALNFLARKNHGPRGWVIFTVALLLTLV 

EVI INTEWLI I TLVRGSGEGGPQGNS SAGWAVAS PCA 
IANMDFVMALIYVMLLLLGAFLGAWPALCGRYKRWRK 
HGVF VLLTTATS VAI WVVWI VM YT YGNKQHNS PTWDD 
PTLAIALAANAWAFVLFYVI PEVSQVTKSS PEQSYQG 
DMYPTRGVGYETILKEQKGQSMFVENKAFSMDEPVAA 
KRPVSPYSGYNGQLLTSVYQPTEMALMHKVPSEGAYD 
I ILPRATANSQVMGSANSTLRAEDMYSAQSHQAATPP 
KDGKNSQVFRNPYVWD 


2053 


A 


2 


555 


MASPAASSVRPPRPKKEPQTLVIPKNAAEEQKLKLER 
LMKNPDKAVPI PEKMSEWAPRPPPEFVRDVMGS SAGA 
GSGEFHVYRHLRRREYQRQDYMDAMAEKQKLDAEFQK 
RLEKNKIAAEEQTAKRRKKRQKLKEKKLLAKKMKLEQ 
KKQEGPGQ PKEQGS S S S AE ASGTEEEEE VP S FTMGR 


2054 


A 


1008 


534 


HEKMAAAWGS SLTAATQRAVT PWPRGRLLTASLGPQA 
RREAS S S S PE AGE GQ I RLTDS CVQRLLE I TEGS E FLR 
LQVEGGGCSGFQYKFSLDTVINPDDRVFEQGGARVW 
DSDSLAFVKGAQVDFSQELIRSSFQVLNNPQAQQGCS 

CGSSFSIKL 


2055 


A 


1492 


528 


THWMTGMCYAPHQVLSYINGVTTSKPGVSLVYSMPS 

RNL S LRLE GLQE KD S GP YS C S VNVQDKQGKS RGHS I K 
TLELNVLVPPAPPSCRLQGVPHVGANVTLSCQSPRSK 
PAVQYQWDRQLPSFQTFFAPALDVIRGSLSLTNLSSS 
MAGVYVCKAHNEVGTAQCNVTLEVSTGPGAAWAGAV 
VGTLVGLGLLAGLVLLYHRRGKALEEPANDIKEDAIA 
PRTLPWPKSSDTISKNGTLSSVTSARALRPPHGPPRP 
GALTPTPSLSSQALPSPRLPTTDGAHPQPI SPI PGGV 
SSSGLSRMGAVPVMVPAQSQAGSLV 


2056 


A 


820 


319 


WEFPVLTKAATSGILSALGNFLAQMIEKKRKKENSR 
SLrDVGGPLRYAVYGFFFTGPLSHFFYFFMEHWIPPEV 
PLAGLRRLLLDRLVFAPAFLMLFFLIMNFLEGKDASA 
FAAKMRGGFWPALRMNWRVWT PLQF ININ YVPLKFRV 
LFANLAALFWYAYLASLGK 


2057 


A 


520 


330 


HGCVLSLLPKPQQGFREPVHLTSTC/PNPTPPVPP*S 
DRYLSNPTQPVPP*SDRYLSNPTPPVSP*SDRYLSNP 
TPPVPP*SDRYLSNRTPPVSP*SDRYLSNPTPPVSP 


2058 


j?\ 


2 


479 


DTGQKGLPGPPGPPGYGSQGIKGEQGPQGFPGPKGTM 
GHGLPGQKGEHGERGDVGKKGDKGE I GEPGS PGKQGL 
QGPKGDLGLTKEEI I KLI TE I CGCGPKCKETPLELVF 
VIDSSESVG PENFQ I I KNFVKTMADRVALDL ATARI G 
I INYSHKVEKV 


2059 


A 


503 


1051 


VFL YPFLKWWRDP * RRELPT FHWFLLELAI FTL I EE V 
LFYYSHRLLHHPTFYKKIHKKHHEWTAPIGVISLYAH 
PIEHAVSNMLPVIVGPLVMGSHLSSITMWFSLALIIT 
TISHCGYHLPFLPSPEFHDYHHLKFNQCYGVLGVLDH 
LHGTDTMFKQTKAYERHVLLLGFTPLSES I PDS PK 
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SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (XMLJnknown, *=Stop codon, 
/^possible nucleotide deletion 5 =possible nucleotide 
insertion) 


2060 


A 


1 


716 


ERVGNVC S LE I SN I QKGEGGE YMCHAVN 1 1 GE AKS FA 
NVDIMPQ/RRKSGGTTTSR/IFVDPNMDSREGEDKEL 

KI DLE VFEM P PRF I MP I CD F KI PENS DAVF KC S VI GI 
PTPEVKWYKEYMCIEPDNIKYVISEEKGSHTLKIRNV 
CLSDSATYRCRAVNCVGEAI CRGFLTMGDSEIFAVIA 
KKSKVTLSSLMEELVLKSNYTDSFFEFQVGEGPPRFI 
KGISDCYAPIGTAAYFQCL 


2061 


A 


47 


538 


RVRLRPVFCVMTSQEKTEEYPFADIFDEDETERNFLL 
S KPVC F WFGKPGVGKTTLAR YI TQAWKC I RVEALPI 
LEEQIAAETESGWLQSMLISGQSIPDELVIKLMLEK 
LNSPEVCHFGYI ITEI PSLSQDAMTTLQQIELIKNL\ 
NLKPDVIINIKGVLDF 


2062 


A 


1196 


230 


RARSGLQGAVPLGPTGRSRHSLQTKLPSSPFSERPLV 
FQTPGALVSTPHGRYPPPLCPPKAAFQKVIHGKAVPS 
NPS/WPTAIVNPVRSTAGPGTLGQGSLRKGRSSMRK 
NGSLQRPLQSGIPTLVVGSLRRSPT/MGPSASAVPIL 
PATGD PLL PL S RGGGDGVQA/ S P S RGS P P S RA S AGAV 
RPGSTPRPAPSLWKTKKSPSRVSLCQNRPHLPHHPSW 
*NQKTQEMASKSKSKP*DFRITALLPPNITPPIPPP/ 
AKPEQPATLKASQPEAASLGPEMTVLFAHRSGCHSGQ 
QTDLRRKSALGKATTLVSTASGTQTVFPSK 


2063 


A 


1196 


230 


RARSGLQGAVPLGPTGRSRHSLQTKLPSSPFSERPLV 
FQTPGALVSTPHGRYPPPLCPPKAAFQKVIHGKAVPS 
NPS / WPTAI VNPVRSTAGPGTLGQGSLRKGRS SMRK 
NGSLQRPLQ SGI PTLWGSLRRS PT /MGPS AS AVP I L 
PATGD PLL PLSRGGGDGVQA/ SPSRGSPPSRASAGAV 
RPGSTPRPAPSLWKTKKSPSRVSLCQNRPHLPHHPSW 
*NQKTQEMASKSKSKP*DFRITALLPPNITPPIPPP/ 
AKPEQPATLKASQPEAASLGPEMTVLFAHRSGCHSGQ 
QTDLRRKS ALGKATTLVS TAS GTQTVF PSK 


2064 


A 


1554 


1358 


E F VMRHKGAKHLRS AAHDLTWFQHYS I DVI GFLLTCV 
ATAIFLFTKCFLFSCQKFNKTRKIEKRE 


2065 


A 


793 


279 


HEGAS LGVRGGGMADTVLFE F LHTEMVAELWAHD PD P 
GPGGQKMSLSVLEGMGFRVGQALGERLPRETLAFREE 
LDVLKFLCKDLWVAVFQKQMDSLRTNHQGTYVLQDNS 
F PLLLPMAS GLQ YLEE APKFLAFTCGLLRGALYTLGI 
ESWTAS VAALPVCKFQWI PKS 


2066 


A 


729 


487 


I I FI YLFI FLRWSL/GSVAQAEVQWPHLNSLQAPPPG 
FAPFSCLRLPSSWDYRHLPPCPANFLYFWWRRGFTML 
ARMVLIS * PRDPPASASQGAGI AGMSHCARP *MNYF Y 
LFIYFFEMESRSVAQAEVQWPHLNSLQAPPPGFAPFS 
CLRLPSSWDYRHLPPCPANFLYFWWRRGFTMLARMVL 

IS 


2067 


A 


1 


692 


PGGNRS S S S S CRRCI CTFCTCRSRRRRRS HQ PRRS S W 
GPLQAEVRLEFPSEKRRGSGTRGGRGGSTGVASVGSS 
TWGGT PGLGQTGT WQG / HTGQRGPQL P PHP \ RN S F S S 
RHRGS S G\ RL S QA\ L PE PRGLE S GKTGS ARG VAAGRH 
QEGE AATGGGPRD I AQQGGCRGS ACGRRS HE ALRPRV 
WCGEGPQWTW\CAVCPHRSAPGAGLAD\RQHPGESRA 
WGE TRLGE AGGAE 
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SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Un known, *=Stop codon, 
/-possible nucleotide deletion,=possible nucleotide 
insertion) 


2068 


A 




1031 


MPLLTLYLLLFWLSGYSIATQITGPTTVNGLERGSLT 
VQ C VYR S GWE T YLKWWCRGAI WRD CKI LVKT S G S EQE 
VKRDRVS I KDNQKNRT FT VTMEDLMKTDADTYWCGI E 
KTGNDLGVTVQVTIDPASTPAPTTPTSTTFTAPVTQE 
ETSSSPTLTGHHLDNRHKLLKLSVLLPLIFTILLLLL 
VAAS LLAWRMMKYQQKAAGM S PE Q VLQ PLEGDLC YAD 
LTLQLAGTS PQKATTKLS SAQVDQVEVE YVTMASLPK 
EDISYASLTLGAEDQEPTYCNMGHLSSHLPGRGPEEP 

TEYSTISRP* 


2069 


A 


114 


1031 


MPLLTLYLLLFWLSGYS I ATQ I TGPTTVNGLERCSLT 
VQCVYRSGWETYLKWWCRGAIWRDCKILVKTSGSEQE 
VKRDRVS I KDNQKNRTFT VTMEDLMKTDADTYWCGI E 
KTGNDLGVTVQVTIDPASTPAPTTPTSTTFTAPVTQE 
ETSSSPTLTGHHLDNRHKLLKLSVLLPLIFTILLLLL 
VAASLLAWRMMKYQQKAAGMS PEQVLQPLEGDLCYAD 
LTLQLAGTS PQKATTKLS SAQVDQVEVE YVTMASLPK 
EDISYASLTLGAEDQEPTYCNMGHLSSHLPGRGPEEP 

TEYSTISRP* 


2070 


A 

I 


114 


1031 


MPLLTLYLLLFWLSGYS I ATQ I TGPTTVNGLERGSLT 
VQCVYRSGWETYLKWWCRGAIWRDCKILVKTSGSEQE 
VKRDRVS I KDNQKNRTFTVTMEDLMKTDADT YWCGI E 
KTGNDLGVTVQVTIDPASTPAPTTPTSTTFTAPVTQE 
ETSSSPTLTGHHLDNRHKLLKLSVLLPLIFTILLLLL 
VAASLLAWRMMKYQQKAAGMS PEQVLQ PLEGDLC YAD 
LTLQLAGTS PQKATTKLS SAQVDQVEVE YVTMASLPK 
EDISYASLTLGAEDQEPTYCNMGHLSSHLPGRGPEEP 

TEYSTISRP* 


2071 


A 


51 


1464 


ALPGEFFFRFHPAHKHCHLLPPSLFTNVTTQSEISSF 
LS FLHFQQVPLRQKPRRKTQGFLTMSRRRI SCKDLGH 
ADCQGWL YKKKE KGS FLSNKWKKF WVI LKGS S L Y W YS 
NQMAEKADGFVNLPDFTVERASECKKKHAFKI SHPQI 
KTFYFAAENVQEMNVWLNKLGSAVIHQESTTKDEECY 
SESEQEDPEIAAETPPPPHASQTQSLTAQQASSSSPS 
LSGTSYSFSSLENTVKTPSSFPSSLSKERQSLPDTVN 
SLSAAEDEGQPITFAVQVHSPVPSEAGIHKALENSFV 
TSESGFLNSLSSDDTSSLSSNHDHLTVPDKPAGSKIM 
DKEETKVSEDDEMEKLYKSLEQASLSPLGDRRPSTKK 
ELRKSFVKRCKNPSINEKLHKIRTLNSTLKCKEHDLA 
MINQLLDDPKLTARKYREWKVMNTLLIQDIYQQQRAS 
PAPDDTDDT PQELKKS PS SPSVENS I 


2072 


A 


87 


477 


I KS KLNQQVEVQE S EWRLTE AKGPTMGKE S GWD S GRA 
AVAAWGGWAVGTVLVALSAMGFTSVGIAASS IAAK 
MMS TAAI ANGGGVAAGSLVAI LQS VGAAGLS VTS KVI 
GGFAGTALGAWLGS PPS S 


2073 


A 


87 


477 


I KS KLNQQVEVQE S EWRLTE AKGPTMGKE S GWD S GRA 
AVAAWGGWAVGTVLVALSAMGFTSVGI AASS IAAK 
MMS TAAI ANGGGVAAGSLVAI LQS VGAAGLS VTS KVI 
GGFAGTALGAWLGS PPS S 


2074 


A 


H. 1 2 


483 


AGVGALRMVQRLT YRRRLS YNTASNKTRLS RT PGNRI 
VYLYTKKVGKAPKSACGVCPGRLRGVRAVRPKVLMRL 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possible nucleotide deletion,=possible nucleotide 
insertion) 










SKTKKHVSRAYGGSMCAKCVRDRIKRAFLIEEQKIW 
KVLKAQAQSQKAK 


2075 


A 


2 


446 


FQNMTCELHLTCSVEDADDNVSFRWEALGNTLSSQPN 
LTVSWDPRISSEQDYTCIAENAVSNLSFSVSAQKLCE 
DVKI QYTDTKMI LFMVSGI C I VFGFI I LLLLVLRKRR 
DSLSLSTQRTQGPAESARNLEYVSVS PTNNTVYASVT 


2076 


A 


1208 


249 


VGWSVHRYVLLHHVMGGLEGMQGAWGYVQGGMGALSD 
AI AS SATTHGAS I FTE KT VAKVQVNS EGC VQGWLED 
GTEWSKMVLSNTSPQITFLKLTPQEWLPEEFLERIS 

QLDTRS PVTKIN / V* EAHH I AAL S PLTHLS EKP PGWG 
Q/HELSHHLH/CPDLQPVSPCSLVRSGRRQAAQ/PSW 
RPPMLPGASRCPITNAPST*TVKTPSSFIRPLKMPWM 
ACLPTVFDCIEVYAPGFKDSWGRDILTPPDLERIFG 
LPGGNIFHCAMSLDQLYFARPVPLHSGYRCPLQGLYL 
CGS GAH PGGGVMGAAGRNAAH VAFRDLKSM 


2077 


A 


38 


376 


MALGVP I S VYLLFNAMTALTE EAAVTVT P P I TAQQGN 
WTVNKTEADNIEGPIALKFSHLCLEDHNSYCINGACA 
FHHELEKAICRCFTGYTGERCLKLKSPYNVCSGERRP 

L* 


2078 


A 


38 


376 


MALGVP I S VYLLFNAMTALTE EAAVTVT P P I TAQQGN 
WTVNKTEADNIEGPIALKFSHLCLEDHNSYCINGACA 
FHHELEKAICRCFTGYTGERCLKLKSPYNVCSGERRP 

L* 


2079 


A 


38 


376 


MALGVPISVYLLFNAMTALTEEAAVTVTPPI TAQQGN 
WTVNKTEADNIEGPIALKFSHLCLEDHNSYCINGACA 
FHHELEKAICRCFTGYTGERCLKLKSPYNVCSGERRP 

L* 


2080 


A 


1 


675 


MAPPLRPLARLRPPGMLLRALLLLLLLSPLPGLREGI 
GELITPIGTSLPDLDPARRRWEGGIGRVGSEVADLCP 
GKEGGKVPEAE KEGVWC FSELS FVKE PQDVT VTRKD P 
WLDCQAHGEVPIKVTWLKNGAKMSENKRIEVLSNGS 
LYI SEVEGRRGEQSDEGF YQCLAMNK\ F * AI LNQKAH 
LALSRIGST*RRRPDRP*EDEAFVMTTHCFQDLLTSL 

IES 


2081 


B 


1 


3147 


MAKI SASRAEKVLEHPGEREKGREMAS PWNHS I LALA 
AVWI I SMVLLGRS IQASRKEKMQPPEKETPEVLHLD 
EAKDHNSLNNLRETLLSEKPNLAQVELELKERDVLSV 
FLPDVPETESYISWNMALPPFFGQGRPGPPPPQPPP 
LALFGCPPPPLPSPAFPPPLPQRPGPFPGASAPFLQP 
PLALQ PRAS AQ AS RGGGGAGAF YPVP PPPLPPPPPQC 
RPFPGTDAGERPRPPPPGPGPPWSPRWPEAPPPPADV 
LGDAALQRLRDRQWLEAVFGTPRRAGCPVPQRTHAGP 
SLGE VRARLLRALRLVRRLRGL S QALRE AE ADGAAWV 
LLYSQTAPLRAELAERLQPLTQAAYVGEARRRLERVR 
RRRLRLRERARERE AERE AE AARAVERE QE I DRWRVK 
CVQEVEEKKRFFCEILTDELVLWEPSGRPQPQQLQIL 
TAMSTSTFYDKELKTARENKEEELIDKLEWTMPSPS 
PKGLPVKQ YAVQ S QL PVYE WPDVGSGE YDVGWAS FG 
RLLNEALILKFPYSALGGSGSPAPLTRLASPAAPQDG 
QVDLEGRALRPAARAGFSKHRGHGDALDGHAGLRPEL 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 1 

ending 

nucleotide 

location of | 
last amino 
acid 1 

residue of 
peptide j 
sequence | 


Amino acid sequence (X=Unkno\vn, *=Stop codon, 
/=possible nucleotide deletion,=possible nucleotide 
insertion) 










HAPLTWADGLFSKFRKSLV SNKVS VS SHFVGFLMKH 
DFSLERTALFWVEAAGQGPSPYQCGDPGTASAPPAWL 
LLVSPEHGLAPAPTTIRDPEAGHQERPEEEGEDEAEA 

S SGSEEEPAPS SLQPGS PAS PGPGRRLCSLDVLRGVR 
LELAGARRRLSEGKLVSRPRALLHGLRGHRALSLCPS 
PAQSPRSASPPGPAPQHPAAPASPPRPSTAGAIPPLR 
SHKPTVAIYITTKRLPYFPIVNFLFLIAQLPKLQYNK 
NVALTVKFLTKRF I SE YD PNLGMVCRKPTD PVDWP PL 
VLGLLTLMKQFHSRYTEQFLALIGQFICSTVEQCTRQ 
VTKAEGVALAGRFGCLFFEVSACLDFEHVQHVFHEAV 
REARRELEKSPLTPPLFISEERALPHQAPLTARHGLA 
S CTFNTLST INLKEMPTVAQAKLVTVKS SRAQ S KRKA 
PTLTLLKGFKIF 


2082 


A 


85 


839 


RSGSLMAAAAATKILLCLPLLLLLSGWSRAGRADPHS 
LCYDITVIPKFRPGPRWCAVQGQVDEKTFLHYDCGNK 
TVTPVSPLGKKLNVTTAWKAQNPVLREVVDILTEQLR 
DIQLENYTPKEPLTLQARMSCEQKAEGHSSGSWQFSF 
DGQIFLLFDSEKRMWTTVHPGARKMKEKWENDKVVAM 
SFHYFSMGDCIGWLEDFLMGMDSTLEPSAGAPLAMSS 
GTTQLRATATTLILCCLLILLPCFILPGI 


2083 


A 


1 


1742 


VS AVE F VLHGKD F Q VD CKASGS PVP * I SWS LLDGTMI 
NNAMQADD S GHRTRRYTL FNNGTLYFNKVGVAE EGD Y 
TCYAQNTLGKDEMKVHLTVITAAPRIRQSNKTNKRIK 
AGDTAVLDCEVTGDPKPKI FWLLPSNDMI SFS IDRYT 
FHANGSLTINKVKLLDSGEYVCVARNPSGDDTKMYKL 
D WS KP Pli I NGL YTNRT VI KATAVRHSKKHFDCRAEG 
TPSPEVMWIMPDNIFLTAPYYGSRITVHKNGTLEIRN 
WLSDSADFICVARNEGGESVLVVQLEVLEMLRRPTF 
RNPFNEKIVAQLGKSTALNCSVDGNPPPEIIWILPNG 
TRFSNGPQSYQYLIASNGSFIISKTTREDAGKYRCAA 
RNKVGY I E KLVI LE I GQKPVI LT YAPGT VKGI SGESL 
S LHC VS DGI PKPNI KWTM P S GYWDR PQ INGKY I LHD 
NGTLVI KEATAYDRGNYI CKAQNSVGHTLI TVPVMI V 
AYPPRITNRPPRSIVTRTGAAFQLHCVALGVPKPEIT 
WEMPDHSLLSTASKERTHGSEQLHLQGTLVIQNPQTS 
DSGIYKCTAKNPLGSDYAATYIQVI 


2084 


A 


1 


1742 


VSAVEFVLHGKDFQVDCKASGSPVP* I SWSLLDGTMI 
NNAMQADD S GHRTRRYTL FNNGTLYFNKVGVAE EGD Y 
TCYAQNTLGKDEMKVHLTVI TAAPRIRQSNKTNKRI K 
AGDTAVLDCEVTGDPKPKI FWLLPSNDMI SFS IDRYT 
FHANGS LT I NKVKLLD S GE YVC VARNP S GDDTKM YKL 
DVVSKPPLINGLYTNRTVIKAlAVKHbivivtir UL-KB.JiLT 

TPSPEVMWI MPDN I FLTAP Y YGSR I TVHKNGTLE I RN 
VRLSDSADFICVARNEGGESVLWQLEVLEMLRRPTF 
RNPFNEKIVAQLGKSTALNCSVDGNPPPEIIWILPNG 
TRFSNGPQS YQYLIASNGSFI I SKTTREDAGKYRCAA 
RNKVGY I E KLVI LE I GQKPVI LT YAPGT VKGI SGESL 
SLHCVSDGI PKPNI KWTMPSGYWDRPQINGKYI LHD 
NGTLVI KEATAYDRGNYI CKAQNSVGHTLI TVPVMI V 
| AYPPRITNRPPRSIVTRTGAAFQLHCVALGVPKPEIT 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 

location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unkno>vn, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










WEMPDHSLLSTASKERTHGSEQLHLQGTLVIQNPQTS 
DSGI YKCTAKN PLGSDYAATY I Q VI 


2085 


A 


1 


1742 


VSAVEFVLHGKDFQVDCKASGS PVP* I SWSLLDGTMI 
NNAMQADD S GHRTRR YTLFNNGTLYFNKVGVAE EGDY 
TCYAQNTLGKDEMKVHLTVITAAPRIRQSNKTNKRIK 
AGDTAVLDCEVTGDPKPKI FWLLPSNDMI SFS IDRYT 
F HANGS LTI NKVKLLD S GEYVCVARN P S GDD T KMYKL 
DWSKPPLINGLYTNRTVI KATAVRHSKKHFDCRAEG 
TPS PE VMW I MPDNI FLTAP Y YGS R I TVHKNGTLE I RN 
VRLSDSADFICVARNEGGESVLWQLEVLEMLRRPTF 
RNPFNEKIVAQLGKSTALNCSVDGNPPPEIIWILPNG 
TRFSNGPQS YQYLI ASNGS FI I S KTTRED AGKYRC AA 
RNKVGYI E KLVI LE I GQ KP VI LT YAPGTVKGI SGESL 
SliHCVSDGIPKPNIKWTMPSGYWDRPQINGKYILHD 
NGTL VI KE AT AYDRGN Y I C KAQNS VGHTL I T VP VM I V 
AYPPRITNRPPRSIVTRTGAAFQLHCVALGVPKPEIT 
WEMPDHSLLSTASKERTHGSEQLHLQGTLVIQNPQTS 
DSGIYKCTAKNPLGSDYAATYIQVI 


2086 


A 


180 


275 


MEEPQSDPSVEPPLSQETFSDLWKLLSENNVL 


2087 


A 


47 


1147 


MASMAAVLTWALALLSAFSATQARKGFWDYFSQTSGD 
KGRVEQIHQQKMAREPATLKDSLEQDLNNMNKFLEKL 
RPLSGSEAPRLPQDPVGMRRQLQEELEEVKARLQPYM 
AEAHELVGWNLEGLRQQLKPYTMDLMEQVALRVQELQ 
EQLRWGEDTKAQLLGGVDEAWALLQGLQSRWHHTG 
RFKELFHPYAESLVSGIGRHVQELHRSVAPHAPASPA 
RLSRCVQVLSRKLTLKAKALHARIQQNLDQLREELSR 
AFAGTGTEEGAGPDPQMLSEEVRQRLQAFRQDTYLQI 
AAFTRAIDQETEEVQQQLAPPPPGHSAFAPEFQQTDS 
GKVLSKLQARLDDLWEDITHSLHDQGHSHLGDP* 


2088 


A 


47 


1147 


MASMAAVLTWALALLSAFSATQARKGFWDYFSQTSGD 
KGRVEQIHQQKMAREPATLKDSLEQDLNNMNKFLEKL 
RPLSGSEAPRLPQDPVGMRRQLQEELEEVKARLQPYM 
AEAHELVGWNLEGLRQQLKPYTMDLMEQVALRVQELQ 
EQLRWGEDTKAQLLGGVDEAWALLQGLQSRWHHTG 
RFKELFHPYAESLVSGIGRHVQELHRSVAPHAPASPA 
RLSRCVQVLSRKLTLKAKALHARIQQNLDQLREELSR 
AFAGTGTEEGAGPDPQMLSEEVRQRLQAFRQDTYLQI 
AAFTRAIDQETEEVQQQLAPPPPGHSAFAPEFQQTDS 
GKVLS KLQARLDDLWEDI THS LHDQGHSHLGDP * 


2089 


A 


1199 


329 


DFGEFMRENRLTPFLDPRYKIDGSLEVPLERAKDQLE 
KHTRYWPMI I SQTTI FNMQAWPLASVI VKESLTEED 
VLNCQKTI YNLVDMERKND PL P I S TVGTRGKGP KRDE 
QYRIMWNELETLVRAHINNSEKHQRVLECLMACRSKP 
PEEEERKKRGRKREDKEDKSEKAVKDYEQEKSWQDSE 
RLKGILERGKEELAEAEIIKDSPDSPEPPMKKPLVEM 
DETPQVEKSKGPVSLLSLWSNRINTANSRKHQEFAGR 
LNSVNNRAELYQHLKEENGMETTENGKASRQ 


2090 


A 


3 


456 


RWNS I MELALLCGL WMAGVI P I QGGI LNLNKMVKQV 
TGKMPILSYWPYGCHCGLGGRGQPKDATDWCCQTHDC 
CYDHLKTQGCGIYKDYYRYNFSQGNIHCSDKGSWCEQ 



WO 2004/080148 



PCT/US2003/030720 



619 
TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possible nucleotide deletion,=possible nucleotide 
insertion) 










QLCACDKEVAFCLKRNLDTYQKRLRFYWRPHCRGQTP 
GC 


2091 


A 


27 


489 


EGEEPRD- PKMPLTPEPP/VWARGGAPRMGSSPMALT 
ALWALHPHHAGPGHPGCALHPHHRCVG*TPVPPCSPP 
RPQPPCTHP C VAPRRRAVD * AHGHR PRAL * GLVWL CG 
PPADRSGP" ASHPATWAPRPYWRSQPGAPSGGPSPGR 

GGPPPQA 


2092 


A 


2022 


617 


VI PPVLTARGPRPRGAGAMVRGRI SRLSVRDVRFPTS 
LGGHGADAMHTDPDYSAAYWI ETDAEDGI KGCGI TF 
TLGKGTEVWCAWALAHHVLNKDLKDIVGDFRGFYR 
QLTSDGQLRWI GPEKGVVHLATAAVLNAWDLWAKQE 
GKP VWKLL VDMD PRML VS CIDFRYI TDVLTEEDALE I 
LQKGQ I GKKERE KQMLAQGYPAYTTS CAWLGYS DDTL 
KQLCAQALKDGWTRFKVKVGADLQDDMRRCQ I 1 RDM I 
GPEKTLMMDANQRWDVPE AVEWMS KLAKFKPLWI EE P 
TSP* LTFLGHATI \ SKALVPFRELGI CTRENSCHNRV 
IFKQLLQAKALQFLQIDSCRLGSVNENLSVLLMAKKF 

E I PVC PHAGGVGLCELVQHL 1 1 FDYI S VS AS LENRVC 
EYVDHLHEHFKYPVMIQRASYMPPKDPGYSTE\LKEE 

SCKRNTQYPQMGEVWEETPFPAQEN 


2093 


A 


63 


193 


SGRLAPHTSRRTSANCSDDAKSSDSCSPSRKT*WSGR 
NTNRIH 


2094 


A 


1404 


142 


I PGSTI S WS PAAARGLS VCRC CRLHPAS AMDLFGDLP 
EPERSPRPAAGKEAQKGPLLFDDLPPASSTDSGSGGP 
LLFDDLPPASSGDSGSLATSISQMVKTEGKGAKRKTS 
EEEKNGSEELVEKKVCKASSVIFGLKGYVAERKGERE 
EMQDAHVI LNDITEECRPPSSLITRVSYFAVFDGHGG 
IRASKFAAQNLHQNLIRKFPKGDVISVEKTVKRCLLD 
TFKHTDEEFLKQASSQKPAWKDGSTATCVLAVDNILY 
IANLGDSRAILCRYNEESQKHAALSLSKEHNPTQYEE 
RMRI QKAGGNVRDGRVLGVLE VSRS I GDGQ YKRCGVT 
SVPDIRRCQLTPNDRFILLACDGLFKVFTPEEAVNFI 
LSCLEDEKI QTREGKS AADAR YE AACNRLANKAVQRG 
S ADNVT VMWRI GH 


2095 


A 


2 


541 


FVGHCVNTEGGFVCERGPGMRVSADRHSCQDTDECLG 
TPCQQRCKNSIGSYKCSCRTGFHLHGNRHSCV/DYTP 
RI PLCS P I FLAAFAPLDVNECRRPLERRVCHHSCHNT 
GGSFLCTCRPGFRLRADRVSCE/DFPESRAGPICHPA 
TPVTPVQE / CYCCLLRPHGLPCAQDIDLLLGLQGHQ 


2096 


A 


1206 


2266 


RHLLT I FHKLKI YKT I NKI D F KKKRVTQLL VF C L FL C 
LFFSSEMVKNQTMVTEFL.LLGFLLGPRIQMLLFGLFS 
LFYVFTLLGNGTILGLISLDSRLHTPMYFFLSHLAW 
NI AYACNTVPQMLVNLLHPAKPI S FAGCMT* TFLFLS 
FAHTECLLLVLMS YDRYVAI CHPLRYF I IMTWKVC I T 
LAITSWTCGSLLAMVHVSLILRLPFCGPREINHFFCE 
ILSVLRLACADTWLNQWIFAACMFILVGPLCLVLVS 
YSHILAAILRIQSGEGRRKAFSTCSSHLCWGLFFGS 
AIVMYMAPKSRHPEEQQKVLFLFYSSFNPMLNPLIYN 
LRNVEVKGALRRALCKESHS 


2097 


A 


1206 


2266 


RHLLTI FHKLKI YKT INKIDFKKKRVTQLLVFCLFLC 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 

ending 

nucleotide 

location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Un known, *=Stop codon, 
/^possible nucleotide deletion 5 =possible nucleotide 
insertion) 










LFFSSEMVKNQTMVTEFLLLGFLLGPRIQMLLFCLFS 
LFYVFTLLGNGT I LGL ISLDS RLHT PMYFFLS HLAW 
NIAYACNTVPQMLVNLLHPAKPISFAGCMT*TFLFLS 
FAHTECLLLVLMSYDRYVAICHPLRYFIIMTWKVCIT 
LAITSWTCGSLLAMVHVSLILRLPFCGPREINHFFCE 
ILSVLRLACADTWLNQWIFAACMFILVGPLCLVLVS 
YSHI LAAILRI QSGEGRRKAF STCSSHLC WGLFFGS 
AI VMYMAPKSRHPEEQQKVLFLFYS S FNPMLNPLI YN 
LRN VE VKGALRRAL CKESHS 


2098 


A 


276 


243 


EKWPD*SRAACPVLCRGNGQYSKGRCLCFSGWKGTEC 
DVPTTQ C I D PQCGGRGI C IMGS CACNS GYKGE SCEEA 
PRYIPEKE 


2099 


A 


4 


770 


RETGSVSLS PSGLEGAE SYAVSPILYS S PDVKELWLE 
TLQGQRHSHTGVKS T PGQ S AA I LMKLRS S HNAS KTLN 
ANNMETLIECQSEGDIKEHPLLASCESEDSICQLIEV 
KKRKKVLSWPFLMRRLSPASDFSGALETDLKASLFDQ 
PLSIICGDSDTLPRPIQDILTILCLKGPSTEGIFRRA 
ANEKARKELKEELNSGDAVDLERLPVHLLAWFKDFL 
RS I PRKLLS SDLFEEWMGALEMQDEEDRI EALK 


2100 


A 


901 


521 


FFFGNGVSPCRQAGV*WHDLDSLQNLPPGFKRFSYLS 

L P S S W \ DYRHVL PRQAN FCIF/M* RRGF TMLARMVS I 
S*PRDLPALASQSAGITGVSHHAPPQMDFTFALLCFA 

LKGCLPRQKEGGTLNLI 


2101 


A 


901 


521 


FFFGNGVSPCRQAGV*WHDLDSLQNLPPGFKRFSYLS 
LPS SW\ DYRHVL PRQANF C I F / M * RRGFTMLARMVS I 
S * PRDLPALASQSAGI TGVSHHAPPQMDFTFALLCFA 
LKGCLPRQKEGGTLNLI 


2102 


A 


3 


600 


PRCRNSARVADTFYTNAGCTLVALNPFKPVPQLYSPE 
LMREYHAAPQPQKLKPHVFTVGEQTYRNVKSLIEPVN 
QS IWS GE S GAGKTWT SRCLMKF YAWAT S PAS WE S H 
KIAERIEQRI LNSNPVME AFGNACTLRNNNS SRFGKF 
IQLQLNRAQQMTGAAVQTYLLEKTRVACQASSERNKD 
PI PPELTRLLQQSQ 


2103 


A 


3 


600 


PRCRNSARVADTFYTNAGCTLVALNPFKPVPQLYSPE 
LMREYHAAPQPQKLKPHVFTVGEQTYRNVKSLIEPVN 
QSIWSGESGAGKTWTSRCLMKFYAWATSPASWESH 
KIAERIEQRI LNSNPVMEAFGNACTLRNNNSSRFGKF 
I QLQLNRAQQMTGAAVQTYLLEKTRVACQAS SERNKD 
PI PPELTRLLQQSQ 


2104 


A 


10 

• 


435 


FKWLLKSHAI CFWTRS * S YCDMVCVPSLWAHHLGIRT 
EIPEFFLSKFLCTS 1 1 PHFTYRRQLRLIQGSTE * EA* 
EDKLEQK*ALGAAQFTLPGMDVFVCFVFCF/CLFEME 
SHSVT*ARVQWCDLGSLQPLPLGFKQFSCLGL 


2105 


A 


79 


1222 


CQRREDAAEFWLCFALDPSKDPCLKVKCSPHKVCVTQ 
DYQTALCVSRKHLLPRQKKGNVAQKHWVGPSNLVKCK 
PCPVAQSAMVCGSDGHSYTSKCKLEFHACSTGKSLAT 
LCDG\PCPCLPEP\EPPKHKGRKGVPCTDKELRNLAS 
RLKD WFGALHED ANRVI KPT S SNTAQGRFDTS I L P I C 
KD S LGWMLN KLDMNYDLLLD P S E INAI YLDKYE P C I K 
PLFNSCDSFKDGKPFLNNEWCLLPSQNPGGLP/CAQM 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, * ! =Stop codon, 
/^possible nucleotide deletion,=possib!e nucleotide 
insertion) 










EMNRIQ\KLSKGKSLLGAFIPRCNEEGYYKATQCHGS 
TGQCWCVDKYGNELAGSRKQGAVSCEEEQETSGDFGS 
GGSWLLDDLEYERELGPKDKEGKLRVHTRAVTEDDE 
DEDDDKEDEVGYIW 


2106 


A 


174 


857 


MLNLAFTVGSFLLSAITLPLGIVMDKYGPRKLRLLGS 
ACFAVSCLLIAYGASKPNALSVLIFIALALNGFGGMC 
MTFTSLTLPNMFGDLRFTFIALMIGSYASSAVTFPGI 
KL I YD AGVS F I WLWWAGC SGLVFLNCFFNWPLEPF 
PGPEDMDYSVKIKFSWLGFDHKITGKQFYKQVTTVGR 
RLSVGSSMRSAKEQVALQEGHKLCLSTVDRNSXRSXA 

LVSGYP 


2107 


A 


174 


857 


MLNLAFTVGSFLLSAITLPLGIVMDKYGPRKLRLLGS 
ACFAVSCLLIAYGASKPNALSVLIFIALALNGFGGMC 
MTFTSLTLPNMFGDLRFTFIALMIGSYASSAVTFPGI 
KL I YD AGVS F I WLWWAGC S GL VF LNCF FN WPLE P F 
PGPEDMDYSVKIKFSWLGFDHKITGKQFYKQVTTVGR 
RLSVGSSMRSAKEQVALQEGHKLCLSTVDRNSXRSXA 

LVSGYP 


2108 


A 


1 


570 


YAAFGAWTRVSLPAPRCPALGGLASGPGESGPALLQ 
VCGAKC PGGA PRGENRE KE E TTR I GPGVME S KE KRAV 
NSLSMENANQENEEKEQVANKGEPLALPLDAGEYCVP 
RGNRRRFRVRQ P I LQ YRWDMMHRLGE PQARMREENME 
R I GEE VRQLME KLRE KQL S HS LRAVS TD P PHHDHHD E 
FCLMP 


2109 


A 


70 


993 


SEQKIQEQGYVWITVFSALPTTVSALHPRVLKPLSSL 
I HLQANSNP WECNCKLLGLRDWLAS SAITLNI YWQNP 
PSMRGRALR YI N I TNC VT S S I N VS RAWAWKS PH I HH 
KTTALMMAWHKVTTNGSPLENTETENITFWERIPTSP 
AGRFFQENAFGNPLETTAVLPVQIQLTTSVTLNLEKN 
SALPNDAASMSGKTSLICTQEVEKLNEAFDILLAFFI 
LACVLIIFLIYKWQFKQKLKASENSRENRLEYYSFY 
QS ARYNVTAS I CNTS PNSLES PGLEQI RLHKQI VPEN 
EAQVILFEHSAL 


2110 


C 


160 


297 


MIL CHLMQ A P YHLKVS WE PTD P PTLWKCWTNVS TNPP 
LSALRGHR 


2111 


A 


2 


951 


PRVRPRVRPRVRS SRPRSRDPS PRRARLRWQLRWKPR 
WCPRPPKTPGVWKRPRTRPRSSAGGSTGFPSSPILRR 
S P S TRRR SSRKAS PTATRATGT P PRQAQR KTARAAGR 
RRASPGIATAGTRSMISM\RPGRKPSNPSWEGRTNEE 
TS SLSRLKPVS PGTI TCPLRTPGSLLKDSKI PI S IKH 
LTNLPSSHPWHQQPSRSEMPRTKI PVSKVLVRRVSN 
RGLAGTTIRATACHDSAQKWRSSRPRWMGPMPRNTT 
FPWETTKVS FAFPKESLL/ WTP PVPRPAPERGPRRSL 
CPE*GPDNT RKRD ATRGFLL S R 


2112 


A 


82 


435 


MLVLLPRSKAMPLLSVMVTLAFFPRNKEIVKYLLNQG 
AD VTLRAKNG YT AFDLVMLLND PD I FGGE LIGFLSW 
TELVRLLASVFMQVNKDIGRRSHQLPLPHSKVPTALE 
HPSAAR* 


2113 


A 


83 


1138 


PRRMGSWVQLITSVGVQQNHPGWTVAGQFQEKKRFTE 
EVIEYFQKKVSPVHLKILLTSDEAWKRFVRVAELPRE 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possible nucleotide deletion,=possible nucleotide 
insertion) 










EADALYEALKNLTPYVAIEDKDMQQKEQQFREWFLKE 
F PQ I RWKI QESI ERLRVI ANE I EKVHRGC VI AN WSG 
STGI LS VI GVMLAPFTAGLSLS ITAAGVGLGI ASATA 
GIASSIVENTYTRSAELTASRLTATSTDQLEALRDIL 
HD I TPNVLS FALDFDE ATKMI AND VHTLRRSKATVGR 
PL I AWRYVP I N WE TLRTRGAPTR I VRKVARNLGKAT 
SGVLWLDVWLVQDSLDLHKGEKSESAELLRQWAQE 
LEENLNE LTH I HQ S LKAG 


2114 


A 


83 


1138 


PRRMGSWVQLITSVGVQQNHPGWTVAGQFQEKKRFTE 
EVIEYFQKKVS PVHLKILLTSDEAWKRFVRVAELPRE 
EADALYEALKNLTP ( YVAIEDKDMQQKEQQFREWFLKE 

F PQ I RWKI QE S I ERLRVI AN E 1 E KVHRGC VI AN WS G 
STGI LS VI GVMLAPFTAGLSLSI TAAGVGLGI ASATA 
GIASSIVENTYTRSAELTASRLTATSTDQLEALRDIL 
HD I TPNVLS FALDFDE ATKMI AND VHTLRRSKATVGR 
PLIAWRYVPINWETLRTRGAPTRIVRKVARNLGKAT 
S GVL WLD WNLVQD SLDLHKGEKSE SAELLRQWAQE 
LEENLNELTHIHQSLKAG 


2115 


A 


700 


283 


VPRLVSPLSNPAPKFYCVSFFYHMYGKHIGSLNLLVR 
S RNKGALDTHAWS LS GNKGNVWQQAHVP I S P S G P FQ I 
IFEGVRGPGYLGDIAIDDVTLKKGECPRKQTDPNKW 
VMPGSGAPCQSSPQLWGPMAIFLLALQR 


2116 


A 


700 


283 


VPRLVSPLSNPAPKFYCVSFFYHMYGKHIGSLNLLVR 
SRNKGALDTHAWSLSGNKGNVWQQAHVPISPSGPFQI 
I FEGVRGPGYLGD I AIDDVTLKKGEC PRKQTD PNKW 
VMPGSGAPCQSSPQLWGPMAIFLLALQR 


2117 


A 


554 


970 


MVLPFICNLLRRHPACRVLVHRPHGPELDADPYDPGE 
EDPAQSRALESSLWELQALQRHYHPEVSKAASVINQA 
LSMPEVS I APLLELTAYE I FERDLKKKGPE PVPTGVL 
SQPRACWDGRVKLCAQHFHAQLTLAHL* 


2118 


A 


1 


541 


VHVCSSKMGALSTERLQYYTQELGVRERSGHSVSLID 
LWGLLVEYLLYQEENPAKLSDQQEAVRQGQNPYPIYT 
SVNVRTNLSGEDFAEWCEFTPYEVGFPKYGAYVPTEL 
FGS ELFMGRLLQLQ PE PRI C YLQGMWGS AFAT S LDE I 
FLKTAGSGLSFLEWYRGSVNITDDCQKPQLHN 


2119 


A 


1 


541 


VHVCSSKMGALSTERLQYYTQELGVRERSGHSVSLID 
LWGLLVE YLL YQEENPAKLSDQQEAVRQGQNP Y PIYT 
SVNVRTNLSGEDFAEWCEFTPYEVGFPKYGAYVPTEL 
FGS EL FMGRLLQLQ PE PRI C YLQGMWGS AFAT S LDE I 
FLKTAGSGLSFLEWYRGSVNITDDCQKPQLHN 


2120 


A 


1 


1524 


PHPSGPRITHSHARETACQP/ GSEQHPGPHGGQLPRG 
GRQGPELPSHVCRAQA\GRTGQEPSSERPHAGQGAGL 
WSGS PWGRGRTQPTHAPTEGATPRC PLRPS PRGSGRA 
GPTLIRAGLSGGRGGRSLCPCGFPRAGAVPARSSHNQ 
TS PVHEKSRH/ GPTASGPGCWWLGDPQGRRVPGLAVP 
*APAAGTPMDKLPGLHLPEQRLPSIGGPFSAGLSPSG 
QSREWQGGSQGSRSRQFS KKAPGPP PS \ TGGGCLGCG 
GRGT\RGSAHAG\ PWGSPHQQGS * GAPGS QAKGGT P * 
RKPAPANGSSEEQEEARGPQGLEVSSSQTSASHAGLG 
LQGNSTRGVGPGPRPPAEPTTGRSWARSRVNPD*EQA 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Un known, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










SGA* VRSGSRS PGDALE S S CNAPAWLQLCS AP CALGS 
REPGQGLAVTQTLCGPQSLGHPRESHKTRPRYEAATS 
SACLGLALTGTFSVEETEMFMTRQRPTGRDLQRGTRP 
QGWQGPVPGTSHYGRARPALGEASDKQEANGA 


2121 


A 


233 


692 


DNHPSFPRLPSSRPGTKEVLKEIHISDTTADVIFYPI 
YRMSEMI FRRIKMPWLWLDLWYLMFKEGWEHKKSLKI 
LHTFTNSVIAERANEMNANEDCRGDGRGSAPSKNKRR 
AFLDLLLSVTDDEGNRLSHEDIREEVDTFMFEVLYIV 
RFRYH 


2122 


A 


2 


3- 3_ 


PRVRSSGGQEDPASQQWARPRFTQPSKMRRRVIARPV 
GSSVRLKCVASGHPRPDITWMKDDQALTRPEAAEPRK 
KKWTLSLKNLRPEDSGKYTCRVSNRAGAINATYKVDV 
IQRTRSKPVLTGTHPVNTTVDFGGTTSFQCKVRSDVK 
PVIQWLKRVEYGAEGRHNSTIDVGGQKFWLPTGDVW 
SRPDGS YLNKLL I TRARQDDAGM Y I CLGANTMG Y S FR 
SAFLTVLPDPKPPGPPVASSSSATSLPWPWIGIPAG 
AVFILGTLLLWLCQAQKKPCTPAPAPPLPGHRPPGTA 
RDRSGDKDLPSLAALSAGPGVGLCEEHGSPAAPQHLL 
GPGPVAGPKLYPKLYTGHSTPHTYTHPPPSCQLNSSH 

S 


2123 


A 


2 


1 1 1 ^3 


PRVRSSGGQEDPASQQWARPRFTQPSKMRRRVIARPV 
GS S VRLKC VASGHPRPDI TWMKDDQALTRPEAAE PRK 
KKWTL SLKNLRPED S GKYT CR VSNRAGAINAT YKVD V 
IQRTRSKPVLTGTHPVNTTVDFGGTTSFQCKVRSDVK 
PVI QWLKRVE YGAE GRHN S T I DVGGQKF WL PTGDVW 
SRPDGS YLNKLL I TRARQDDAGM YICLGANTMGYSFR 
SAFLTVLPDPKPPGPPVAS S S SATSLPWPWI GI PAG 
AVFILGTLLLWLCQAQKKPCTPAPAPPLPGHRPPGTA 
RDRSGDKDLPSLAALSAGPGVGLCEEHGSPAAPQHLL 
GPGPVAGPKLYPKLYTGHSTPHTYTHPPPSCQLNSSH 

S 


2124 


A 


2 


1115 


PRVRSSGGQEDPASQQWARPRFTQPSKMRRRVIARPV 
GS S VRLKC VASGHPRPD I TWMKDDQALTRPEAAE PRK 
KKWTLSLKNLRPEDSGKYTCRVSNRAGAINATYKVDV 
IQRTRSKPVLTGTHPVNTTVDFGGTTSFQCKVRSDVK 
PVI QWLKRVEYGAEGRHNST I DVGGQKF VVL PTGDVW 
SRPDGSYLNKLLITRARQDDAGMYICLGANTMGYSFR 
SAFLTVLPD PKPPGPPVAS S S SATSLPWPWI G I PAG 
AVFILGTLLLWLCQAQKKPCTPAPAPPLPGHRPPGTA 
RDRSGDKDLPSLAALSAGPGVGLCEEHGSPAAPQHLL 
GPGPVAGPKLYPKLYTGHSTPHTYTHPPPSCQLNSSH 

S 


2125 


A 


3 


644 


PNWKRN P S L F * KVF P FMKKW / QRGS LL P P KS LD YDR 
FSRN/DTPLGRVS I PLNKVDLTQMQTFWKDLKPCSDG 
SGSRGELLLSLCYNPSANSI I VNI IKARNLKAM\DIG 
GTSD P \ YVKVWL \M YK\ DKRV\ E KKKTVT \ MKRNLNP 
\ I FNESFAFDI PTEKLRETTI I ITVMDKDKLSRNDVI 
GKIYLSWKSGPGEVKHWKDMIARPRQPVAQWHQLKA 


2126 


A 


193 


883 


IMPCAQRSWLANLSWAQLLNFGALCYGRQPQPGPVR 
FPDRRQEHFIKGLPEYHWGPVRVDASGHFLSYGLHY 



t 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possible nucleotide deletion,=possible nucleotide 
insertion) 










PITSSRRKRDLDGSEDWVYYRIFHEEKDLFFNLTVNQ 
GFLSNSYIMEKRYGNLSHVKMMASSAPLCHLSGTVLQ 
QGTRVGTAALSACHGLTGFFQLPHGDFFIEPVKKHPL 
VEGGYHPHIVYRRQKVPETKEPTCGLKGIVTHMSSWV 

EESVLFFW 


2127 


A 


87 


477 


I KSKLNQQVE VQE S E WRLTE AKGPTMGKE SGWD SGRA 
AVAAWGGVVAVGTVLVALSAMGFTSVGIAASS IAAK 
MMS TAAI ANGGGVAAGS LVAI LQ S VGAAGLS VT S KVI 
GGFAGTALGAWLGS PPS S 


2128 


A 


1993 


1379 


S LHL S ERAD WQ YS QRAG / DAVE VF F SRTARDNRLGCM 
FVRCAPSSRYTLLFSHGNAVDLGQMCSFYIGLGSRIN 
CMIFSYDYSGYGVSSGKPSEKNLYADIDAAWQALRTR 
YGVS PENI I LYGQS I GTVPTVDLASRYECAAVI LHS P 
LMSGLRVAF PDTRKT YCFDAF PS I DKI SKVTS P VLVI 
HGTEDEVIDFSHGLAMYERCPRAVEPLWVEGAGHNDI 
ELYAQYLERLKQFISHELPNS*RQSK 


2129 


A 


1993 


1379 


S LHLSERAD WQ YS QRAG/ D AVE VF F S RT ARDNRLGCM 
FVRCAPSSRYTLLFSHGNAVDLGQMCSFYIGLGSRIN 
CN I F S YD YS GYGVS S GKP S E KNL YAD I DAAWQ ALRTR 
YGVS PENI I LYGQS I GTVPTVDLASRYECAAVI LHSP 
LMSGLRVAF PDTRKT YC FDAF P S I DKI S KVTS PVLVI 
HGTEDEVI DFSHGLAMYERCPRAVE PLWVEGAGHND I 
ELYAQYLERLKQFISHELPNS*RQSK 


2130 


A 


3 


383 


PPGPKGDQGDEGKEGRPGIPGLPGLRGLPGERGTPGL 
PGPKGNDGKLGATGPMGMRGFKGDRGPKGEKGEKGDR 
AGDASGVEAPMM I RLVNGS GPHE GRVE VYHDRRWGTV 
CDDGWDKKDGDWCRM 


2131 


A 


3 


383 


PPGPKGDQGDEGKEGRPGIPGLPGLRGLPGERGTPGL 
PGPKGNDGKLGATGPMGMRGFKGDRGPKGEKGEKGDR 
AGDAS GVEAPMMI RLVNGS GP HE GRVE VYHDRRWGTV 
CDDGWDKKDGDWCRM 


2132 


A 


1 


2789 


GIRTS S PKTEGKHEET VNKE S DMKVPTVSLKVS E S VI 

DVKTTME S I SNTS TQSLTAETKD I ALE PKEQKHEDRQ 

SNTPSPPVSTFSSGTSTTSDIEVLDHESVISESSASS 

RQETTDSKSSLHLMQTSFQLLSASACPEYNRLDDFQK 

LTESCCSSDAFERIDSFSVQSLDSRSVSEINSDDELS 

GKGYALVPIIVNSSTPKSKTVESAEGKSEEVNETLVI 

PTEEAEMEE SGRS ATPVNCEQ PDI LVS S TPINEGQTV 

LDKVAEQ CE PAE SQ PEALS E KEDVCKTVE FLNE KLEK 

REAQLLSLSKEKALLEEAFDNLKDEMFRVKEESSSIS 

SLKDEFTQRIAEAEKKVQLACKERDAAKKEIKNIKEE 

LATRLNSSETADLLKEKDEQIRGLMEEGEKLSKQQLH 

NSNI IKKLRAKDKENENMVAKLNKKVKELEEELQHLK 

Q VLD GKE E VE KQHREN I KKLN S M VERQE KDL GRLQ VD 

MDELEEKNRSIQAALDSAYKELTDLHKANAAKDSEAQ 

EAALSREMKAKEELSAALEKAQEEARQQQETLAIQVG 

DLRLALQRTEQAAARKED YLRHE I GELQQRLQE AENR 

NQELSQSVSSTTRPLLRQIENLQATLGSQTSSWEKLE 

KNLSDRLGE SQTLLAAAVERERAATEELLANKI QMS S 

MESQNSLLRQENSRFQAQLESEKNRLCKLEDENNRYQ 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop cod on, 
/^possible nucleotide deletion ? =possible nucleotide 
insertion) 










VELENLKDEYWTLEETRKEKTLLNSQLEMERMKVEQ 
ERKKAIFTQETIKEKERKPFSVSSTPTMSRSSSISGV 
DMAGLQTSFLSQDESHDHSFGPMPI S/AKWKQSL* CC 
KDGSRI KH\ I ENLQSQLKLREGE I THLQLE I GMLEKT 
RS IMAEELVKLTNQNDELEEKVKEI PKLRTQLRDLDQ 
RYNTILQMYGEKAEEAEELRLDLEDVKNMYKTQ I DEL 
LROSLS 


2133 


A 


1 


2234 


MAASSIRDERTRTYYLPWRAPYTCNFRPSSAAVGRL 
GGWGRAQKWNNSGKCRFWEVSESLTLEDVAVEFTWEE - 
WQLLGPAQKDLYRDVMLENYSNLVSVGYQASKPDALF 
KLEQGE PWTVENE IHSQI C PGM YALYRKKHNGYRVKY 
DSEFQASMVWGVSWNISPIDEGLLYIYKRHKEFTTEV 
DKGCETNIQMKDDKI KKVDNHLQMHSQKQRCLKRVEQ 
CHKHNAFGN I I HQRKS DF PLRQNHDT FDLHGKI LKSN 
L S LVNQNKR YE I KNS VGVNGDGKS FLHAKHEQFHNEM 
NFPEGGNSVNTNSQFIKHQRTQNIDKPHVCTECGKAF 
LKKSRLIYHQRVHTGEKPHGCSICGKAFSRKSGLTEH 
QRNHTGEKPYECTECDKAFRWKSQLNAHQKIHTGEKS 
Y I C S DCGKGF I KKS RL I NHQRVHTGE KPHGC S L CGKA 
FSKRSRLTEHQRTHTGEKPYECTECDKAFRWKSQLNA 
HQKAHTGEKSYICRDCGKGFIQKGNLIVHQRIHTGEK 
P Y I CNE CGKGF I QKGNLLI HRRTHTGE KP YVCNE CGK 
GFSQKTCLISHQRFHTGKTPFVCTECGKSCSHKSGLI 
NHQRIHTGEKPYTCSDCGKAFRDKSCLNRHRRTHTGE 
RP YGC S D CGKAF SHL S CLVYHKGMLHARE KC VG/ C SQ 
IGKSLLRES*LITYT*SHTG*RLC*HGDSADAFCGSS 
DLIN*QCVPSREQSSHCEPACCQKFSLSR**NCHGIK 

NHYECR 


2134 


A 


3 


713 


RLAFPCGRPDYWALARRTIGTGLERKALGLPGSSERP 
TSVSSYQGTRIRCSNPGGKMRPLTEEETRVMFEKIAK 
YIGENLQLLVDRPDGTYCFRLHNDRVYYVSEKIMKLA 
ANISGDKLVSLGTCFGKFTKTHKFRLHVTALDYLAPY 
AKYKVWI KPGAEQS FLYGNHVLKSGLGRI TENTSQYQ 
GVWYSMADIPLGFGVAAKSTQDCRKVDPMAIWFHQ 
AD I GE YVRHEETLT 


2135 


A 


1 


350 


EGGTGVRSLSFYQHIITVGTGHGSLLFYDIRAQKFLE 
ERASSSLDSMPGPAGRKLKLACGRGWLNQDDVWVNYF 
GGMGE F PNAL YTHC YNWPEMKL F VAGGPLP S GLHGN Y 
AGLWS 


2136 


B 


238 


1323 


XE SVE I VSE VRVEVGELNI I KDWGRE S VE KGGAVI SM 
EAERVKGQAMIATGGVITGLAALKRQDSARSQQHVNL 
SPSPATQEKKPIRRRPRADVYVvRGKIRLxfaPbCjl? t L 
ILGVLISIIGIAMAVLGYWPQKEHFIDAETTLSTNET 
QVIRNEGGWVRFFEQHLHSDKMKMLGPFTMGI GI FI 
F I CANAI LHENRDKETKI I HMRD I YS TVI DI HTLRI K 
EQRQMNGM YTGLMGE TE VKQNGS S CAS RLAANT I AS F 
SGFRSSFRMDSSVEEDELMLNESKSSGHLMPPLLSDS 
SVSVFGLYP PP S KTTDDKTS GS KKCETKS IVSSSISA 
FTLPVI KLNNC VIDE PS I DNI TEDADNLKX 


2137 


A 


41 


1285 


VGEMTLIWRHLLRPLCLVTSAPRILEMHPFLSLGTSR 
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SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 

ending 

nucleotide 

location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possible nucleotide de!etion,=possible nucleotide 
insertion) 










TSVTKLSLHTKPRMPPCDFMPERYQVIFLVNSGSEAN 

ELAMLMARAHSNNI D 1 1 S FRGAYHGC S P YTLGLTNVG 
IYKMELPGGTGCQPTMCPDVFRGPWGGSHCRDSPVQT 
IRKCSCAPDCCQAKDQYIEQFKDTLSTSVAKSIAGFF 
AE P I QGVNGWQ Y PKGFLKE AFE LVRARGGVC I ANE V 
QTGFGRLGSHFWGFQTHDVLPDIVTMAKGIGNGFPMA 
AVI TT PE I AKSLAKCLQHFNT FGGN PMACAI GS AVLE 
VI KEENLQENSQEVGTYMLLKFAKLRDE FE I VGDVRG 
KGLM I GI EM VQD KI S CR PL PRE E VNQ I HEDC KHMGLL 
VGRGS I FSQTFRI APSMCI TKPEVDFAVEVFRS ALTQ 
HMERRAK 


2138 


A 


41 


1285 


VGEMTLIWRHLLRPLCLVTSAPRILEMHPFLSLGTSR 
TSVTKLSLHTKPRMPPCDFMPERYQVIFLVNSGSEAN 
ELAMLMARAHSNNI DI I SFRGAYHGCSP YTLGLTNVG 
IYKMELPGGTGCQPTMCPDVFRGPWGGSHCRDSPVQT 
IRKCSCAPDCCQAKDQYIEQFKDTLSTSVAKSIAGFF 
AEPIQGVNGWQYPKGFLKEAFELVRARGGVCIANEV 
QTGFGRLGSHFWGFQTHDVLPDIVTMAKGIGNGFPMA 
AVITTPEIAKSLAKCLQHFNTFGGNPMACAIGSAVLE 
VI KEENLQENSQEVGTYMLLKFAKLRDE FE I VGDVRG 
KGLMIGIEMVQDKISCRPLPREEVNQIHEDCKHMGLL 
VGRGS I FSQTFRIAPSMC I TKPEVDFAVEVFRS ALTQ 
HMERRAK 


2139 


A 


3 


362 


EGKPASAIVGGKPANILEFPWHVGIMNHGSHLCGGSI 
LNE WWVLS ASHCFDQLNNS KLEII HGTEDLS TKGI KY 
QKVDKLFLHPKFDDWLLDNDIALLLLKS PLNLSVNRI 
PICTSEISD 


2140 


A 


1 


663 


EIANLILAENCEAALALHLYRGGRLLQGHRIPFGVIF 
GGTDVNEDANQAEKNTVMGRVLEEARFAVAFTESMKE 
MAQAQWVDPVFTREVKAKVKRAAGVRLIGEMPQEDLH 
AWKNCFAWNSSVSEGMSAAILEAMDLEVPVLARNI 
PGNAAWKHEVTGLLFSNPQEFVHLAKRLVSDPALEK 
E I WNGRE YVRMYHS WQVERDT YQQLI RKLEGS TED 


2141 


A 


8 


1516 


MSLVLLSLAALCRSAVPREPTVQCGSETGPSPEWMLQ 
HDL I PGDLRDLRVE PVTT S VATGD YS I LMNVS WVLRA 
DAS I RLLKATKI CVTGKSNFQS YS CVRCNYTEAFQTQ 
TR P S GGKWT F S YI GF PVELNT V Y F I GAHN I PNANMNE 
DGPSMSVNFTSPGCLDHIMKYKKKCVKAGSLWDPNIT 
ACKKNEETVEVNFTTTPLGNRYMALIQHSTIIGFSQV 
FEPHQKKQTRASWIPVTGDSEGATVQLTPYFPTCGS 
DCIRHKGTWLCPQTGVPFPLDNNKSKPGGWLPLLLL 
S LLVATWVL VAGI YLMWRHER I KKT SFS TTTLL PPIK 
VLWYPSEICFHHTICYFTEFLQNHCRSEVILEKWQK 
KKIAEMGPVQWLATQKKAADKWFLLSNDVNSVCDGT 
CGKSEGSPSENSQDLFPLAFNLFCSDLRSQIHLHKYV 
WYFREIDTKDDYNALSVCPKYHLMKDATAFCAELLH 
VKQQVSAGKRSQACHDGCCSL - 


2142 


A 


1 


622 


PDPCLNGGSCVDLVGNYTCLCAEPFKGLRCETGDHPV 
PDACLSAPCHNGGTCVDADQGYVCEYPEGFMGLDCRE 
RVPDDCE CRNGGRCLGANTTLCQCPLGF FGLLCE FE I 
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ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possible nucleotide deletion,=possible nucleotide 
insertion) 










TAMPCNMNTQCPDGGYCMEHGGSYLCQCPLGFFGLLC 
E FE I TAM P CNMNTQC PDGGYCMEHGGS YL CVCHTDHN 
ASHSLPSPCDSDPSSCQAWRNE 


2143 


A 


3 


87 


PAMNWDSVTKQKFDNLYCCRESILDG 


2144 


A 


406 


888 


IAS QNFD PATVS VATAHKGAE P S RGTAWGPVAKRLQQ 
ELMTLMMPGDKRI SAYPESLIKWTPSMKQLAQCMKI * 
GI S S C WS S SMTTHL YDAPTVKFLTPC YHPMVDTQGNI 
CLDILKEKWSAPYDIRTILLSIQCLLGQLNIDSPLNT 
HATKLWENPIALR 


2145 


A 


46 


1576 


APYLPDPMKHTLALLAPLLGLGLGLALSQLAAGATDC 
KFLGPAEHLTFTPAARARWLAPRVRAPGLLDSLYGTV 
RRFL S WQLN PFP S ELVKALLNEL AS VKVNE WRYE A 
GYWCAVIAGLYLLLVPTAGLCFCCCRCHRRCGGRVK 
TEHKALACERAALMVFLLLTTLLLLIGWCAFVTNQR 
THEQMGPS I E AMPETLLS LWGLVS DVPQ / GVGVS I GS 
AIHTQLRSSV\TPCLAAVGSLGQVLQVSVHHLQTLNA 
T WELQAGQQDLE PAI REHRDRLLELLQE / SQVPS VD 
HVLHQLKGVPEANFSSMVQEENSTFNALPALAAMQTS 
SWQELKKAVAQQPEGVRTLAEGFPGLEAASRWAQAL 
QEVEESSRPYLQEVQRYETYRWIVGCVLCSWLFWL 
CNLLGLNLGIWGLSARDDPSHPEAKGEAGARFLMAGV 
GLSFLFAAPLILLVFATFLVGGNVQTLVCQSWENGEIi 
FEFADTPGNLPPSMNLSQLLGLRKNISIHQAY 


2146 


A 


3 

< 


717 


DLKDTIGSVTKTPSGLYIIHPEGSSYPFEVMCDMDYR 
GGGWTVIQKRIDGIIDFQRLWCDYLDGFGDLLGEFWL 
GLKKIFYIVNQKNTSFMLYVALESEDDTLAYASYDNF 
WLEDETRFFKMHLGRYSGNAGDAFRGLKKEDNQNAMP 
FSTSDVDNDGCRPACLVNGQSVKSCSHLHNKTGWWFN 
ECGLANLNGI HHFSGKLLATGI QWGTWTKNNS PVKI K 
SVSMKIRRMYNPYFK 


2147 


A 


3 


717 


DLKDTIGSVTKTPSGLYIIHPEGSSYPFEVMCDMDYR 
GGGWTVI QKRIDGI IDFQRLWCDYLDGFGDLLGEFWL 
GLKKIFYIVNQKNTSFMLYVALESEDDTLAYASYDNF 
WLEDETRFFKMHLGRYSGNAGDAFRGLKKEDNQNAMP 
FSTSDVDNDGCRPACLVNGQSVKSCSHLHNKTGWWFN 
ECGLANLNGIHHFSGKLLATGIQWGTWTKNNSPVKIK 
SVSMKIRRMYNPYFK 


2148 


A 


3 


717 


DLKDTIGSVTKTPSGLYIIHPEGSSYPFEVMCDMDYR 
GGGWTVI QKRI DGI I DFQRLWCD YLDGFGDLLGEFWL 
GLKKIFYIVNQKNTSFMLYVALESEDDTLAYASYDNF 
WLEDETRFFKMHLGRYSGNAGDAFRGLKKEDNQNAMP 
FSTSDVDNDGCRPACLVNGQSVKSCSHLHNKTGWWFN 
ECGLANLNGI HHF SGKLLATGI QWGTWTKNNS PVKI K 
SVSMKIRRMYNPYFK 


2149 


A 


1397 


1565 


DRLESLLEMHIPGVYPNQWNTNFYLFIYFEAESHSVA 
QTGLQ* RHLGSLQLPPPQV 


2150 


A 


836 


633 


MSRNLRTAL I FGGF ISLIGAAFYPI YFRPLMRLEEYK 
KEQAINRAGIVQEDVQPPGLKVWSDPFGRK* 


2151 


A 


294 


1568 


MSLTIWTVCGVLSLFGALSYAELGTTIKKSGGHYTYI 
LE VFGPLPAF VRVWVELLI I RPAATAVI S LAFGR YI L 



WO 2004/080148 



PCT/US2003/030720 



628 
TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/—possible nucleotide deletion,=possibIe nucleotide 
insertion) 










EPFFIQCEI PELAI KLI TAVGI TWMVLNSMSVSWSA 
RIQIFLTFCKLTAILIIIVPGVMQLIKGQTQNFKDAF 
SGRDS S I TRLPLAF YYGMYAYAGWFYLNF VTEE VENP 
EKTIPLAICISMAIVTIGYVLTNVAYFTTINAEELLL 
SNAVAVTF S ERLLGNF S LAVP I FVALS C FGSMNGGVF 
AVSRLFYVASREGHLPEILSMIHVRKHTPLPAVIVLH 
PLTMIMLFSGDLDSLLNFLSFARWLFIGLAVAGLIYL 
RYKCPDMHRPFKVPLFIPALFSFTCLFMVALSLYSDP 
FSTGIGFVITLTGVPAYYLFIIWDKKPRWFRIMSEKI 
TRTLQI 1 LE WPEEDKL * 


2152 


A 


217 


378 


KNLFYSLSLI CS S YPS ILDHI VHI I ELIGRI PRRFSL 
SGKYSQDFFSHRGSIVM 


2153 


A 


2046 


4541 


MTL ALAYLL AL PQ VLD ANRC FE KQS P SAL S LQLAAYY 
YSLQIYARLAPCFRDKCHPLYRADPKELIKMVTRHVT 
RHEHEAWPEDLISLTKQLHCYNERLLDFTQAQILQGL 
RKGVDVQRFTADDQYKRETILGLAETLEESVYS I AI S 
LAQRYSVSRWEVFMTHLEFLFTDSGLSTLEIENRAQD 
LHLFETLKTDPEAFHQHMVKYIYPTIGGFDHERLQYY 
FTLLENCGCADLGNCAI KPETHIRLLKKFKWASGLN 
YKKLTDENMS PLEALE PVLS SQNILSIS KLVPKI PE K 
DGQMLS PS SLYTI WLQKLFWTGDPHLI KQVPGS S PEW 
LHAYDVCMKYFDRLHPGDL I T WDAVTF S PKAVTKLS 
VEARKEMTRKAIKTVKHFIEKPRKRNSEDEAQEAKDS 
KVTYADTLNHLEKSLAHLETLSHSFILSLKNSEQETL 
QKYSHLYDLSRSEKEKLHDEAVAICLDGQPLAMIQQL 
LE VAVGPLD I S PKDI VQS A1MKI I SALSGGS ADLGGP 
RDPLKVLEGWAAVHASVDKGEELVSPEDLLEWLRPF 
CADDAWPVRPRIHVLQILGQSFHLTEEDSKLLVFFRT 
EAI LKAS WPQRQVD I ADI ENEENRYCLFMELLE SSHH 
EAE FQHLVLLLQAWPPMKSE YVI TNNPWVRLATVMLT 
RCTMENKEGLGNEVLKMCRSLYNTKQMLPAEGVKELC 
LLLLNQSLLLPSLKLLLESRDEHLHEMALEQITAVTT 
VNDSNCDQELLSLLLDAKLLVKCVSTPFYPRIVDHLL 
ASLQQGRWDAEELGRHLREAGHEAEAGSLLLAVRGTH 
QAFRTFSTALRAAQHWV* 


2154 


A 


2046 


4541 


MTLALAYLLALPQVLDANRCFEKQSPSALSLQLAAYY 
YSLQIYARLAPCFRDKCHPLYRADPKELIKMVTRHVT 
RHEHEAWPEDLISLTKQLHCYNERLLDFTQAQILQGL 
RKGVDVQRFTADDQYKRETILGLAETLEESVYSIAIS 
LAQRYSVSRWEVFMTHLEFLFTDSGLSTLEIENRAQD 
LHLFETLKTDPEAFHQHMVKYIYPTIGGFDHERLQYY 
FTLLENCGCADLGNCAI KPETHIRLLKKFKWASGLN 
YKKLTDENMS PLEALEPVLSSQNILS I SKLVPKIPEK 
DGQMLSPSSLYTIWLQKLFWTGDPHLIKQVPGSSPEW 
LHAYDVCMKYFDRLHPGDLI TWDAVTFS PKAVTKLS 
VEARKEMTRKAI KTVKHFI EKPRKRNSEDEAQE AKDS 
KVTYADTLNHLEKSLAHLETLSHSFILSLKNSEQETL 
QKYSHLYDLSRSEKEKLHDEAVAICLDGQPLAMIQQL 
LEVAVGPLDI SPKDIVQSAIMKI I SALSGGSADLGGP 
RDPLKVLEGWAAVHASVDKGEELVSPEDLLEWLRPF 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide ' 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown ? *=Stop codon, 
/^possible nucleotide deIetion,=possible nucleotide 
insertion) 










CADDAWPWPRIHVLQILGQSFHLTEEDSKLLVFFRT 
EAILKASWPQRQVDIADIENEENRYCLFMELLESSHH 
E AEFQHLVLLLQAWP PMKS E YVI TNNPWVRLATVMLT 
RCTMENKEGLGNEVLKMCRSLYNTKQMLPAEGVKELC 

LLLLNQ S LLLP S LKHLLE S RDEHLHEMALE Q I T AVTT 
VNDSNCDQELLSLLLDAKLLVKCVSTPFYPRIVDHLL 
ASLQQGRWDAEELGRHLREAGHEAEAGSLLLAVRGTH 
QAFRT F S TALRAAQH WV * 


2155 


A 


2 


362 


QELERSMAQRCVCVLALVAMLLLVFPTVSRSMGPRSG 
EHQRASRIPSQFSKEERVAMKEALKVFPTWSTSFIQ 
HEWEEYSHLFTIQGSDPSLQPYLLMAHFDWPAPEE 

GWEVPPFSG 


2156 


A 


940 


2040 


MALRFLLGFLLAGVDLGVYLMRLELCDPTQRLRVALA 
GELVGVGGHFLFLGLALVSKDWRFLQRMITAPCILFL 

F YGWPGLFLE SARWL I VKRQ I EE AQS VLRI LAERNRP 
HGQMLGEEAQEALQDLENTCPLPATSSFSFASLLNYR 
NI WKNLL I LGFTNF IAHAI RHCYQ PVGGGGS PSDFYL 
CSLLASGTAALACVFLGVTVDRFGRRGILLLSMTLTG 
IASLVLLGLWDYLNEAAITTFSVLGLFSSQAAAILST 
LLAAEVIPTTVRGRGLGLIMALGALGGLSGPAQRLHM 
GHGAFLQHWLAACALLCILSIMLLPETKRKLLPEVL 
RDGELCRRPSLLRQPPPTRCDHVPLLATPNPAL* 


2157 


A 


317 


3 


MYALLGVFCLAILVFLINCATFALKYRHKQVPLEGQA 
SMTHSHDWVWLGNEAELLESMGDAPPPQDEHTTIIDR 
GPGACEESNHLLLNGGSHKHVQSQIHRSADS 


2158 


A 


3 


1048 


LLRARSPQGSERAGVGGAYMLSKGWWKEGRHGGHRRP 
RGWGAAGRRQSVPGGPAAP / PCTLYSVGADGRGQGHQ 
SRGCRPPGPPSAS SAPCLAWGAAGRARREG/ RSGRCR 
TEF S PGCTRR* ALT\ CGAGPCRR* SR*RGTRRCLRPW 
AS PGTGAAC GRC C C P P P * PHL F WLP P S LRL P AEMLL A 
GSRPTPACRSSPGGSVHTTTGSPASRRGSRCRGRSRP 

SPRPRPSVLS CHGVS L * TGRGRRRGC PRARGRRA / GV 
APPSCRKSAR\CGGRPALRRAGPPSCALGPGAPPPHI 
WAPETAEPAPAVPCPERPGCPAPAAAPRPLSPDPAQL 
PALARLRPS PGFGERAHAQPA 


2159 


A 


190 


2392 


VPGEECDGITSMSAESGPGTRLRNLPVMGDGLETSQM 
STTQAQAQPQEANAASTNPPPPETSNPNKPKRQTNQL 
QYLLRWLKTLWKHQFAWPFQQPVDAVKLNLPDYYKI 
I KT PMDMGT I KKRLENN Y YWN AQE C I QDFNTMFTNCY 
IYNKPGDDIVLMAEALEKLFLQKINELPTEETEIMIV 
QAKGRGRGRKETGTAKPGVSTVPNTTQASTPPQTQTP 
QPNPPPVQATPHPFPAVTPDLIVQTPVMTWPPQPLQ 
TPPPVPPQPQPPPAPAPQPVQSHPPIIAATPQPVKTK 
KGVKRKADTTTPTTIDPIHEPPSLPPEPKTTKLGQRR 
ESSRPVKPPKKDVPDSQQHPAPEKSSKVSEQLKCCSG 
I LKEMFAKKHAAYAWPF YKPVDVE ALGLHD YCD 1 1 KH 
PMDMSTIKSKLEAREYRDAQEFGADVRLMFSNCYKYN 
P PDHE WAMARKLQDVFEMRFAKMPDE PEE PWAVS S 
PAVPPPTKWAPPSSSDSSSDSSSDSDSSTDDSEEER 
AQRLAELQEQLKAVHEQLAALSQPQQNKPKKKEICDKK 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X—Unknown, *=Stop codon, 
/=possible nucleotide deletion,=possible nucleotide 
insertion) 










E KKKE KHKRKE E VEENKKS KAKE P P PKKTKKNNS SNS 
NVSKKEPAPMKSKPPPTYESEEEDKCKPMSYEEKRQL 
SLDINKLPGEKLGRVVHI IQSREPSLKNSNPDEIEID 
FETLKPSTLRELERYVTS CLRKKRKPQ/ ASEKVDVI A 
GSSKMKGFSSSESESSSESSSSDSEDSETGPA 


2160 


A 


108 


440 


MQATSNLLNLLLLSLFAGLNPSKTHIMPKEGWQVYSS 
AQDPDGRGICTWAPEQNLCSRDAKSRQLRQLLEKVQ 
NMS Q S I E VLNLRTQRD FQ Y VL KME TQMKGLKAKFRQ I 


2161 


A 


18 


467 


REELGKDLFD CTL YVLLKYDD FNADKHLALEE F YRAF 
QVIQLSLPEDQKLSITAATVGQSAVLSCAIQGTLRPP 
I I WKRNNI I LNNLDLEDINDFGDDGSLYI TKVTTTHV 
GNYTC YADG YEQVYQTH I FQVNVP PVI RVYPE S QARR 
AG 


2162 


A 


79 


415 


MFYQMIWTNGPAKLPASSTKHDLYLCNSFTGPSNIIW 
NLGSRYIFTVIKHGLGFFLNTILAVLNIAGRNLKCYK 
F C * TGWKLGWS I GPNHL I KHLQTVQQNTI YI RR P S KG 
VAQVRTRGS 


2163 


A 


59 


447 


I TVDRNTETRTS SFSII S VPAS S T * GS P SRVI YAKLG 
GE I LD YRDLAAL PKS KAIYDI DRPDM I S YS P Y I SHS A 
GDRQSYGE SPQLLS PT PTEGDQDDRS YKQCRTS SPSS 
TGLVSLGRYTPTSRAPQH 


2164 


A 


3 


493 


DPRVRFTVCGTPTYVAPEILSEKGYGLEVDMWAAGVI 
LYILLCGFPPFRSPERDQDELFNIIQLGHFEFLPPYW 
DNI SDAAKDLVSRLLWDPKKRYTAHQVLQHPWIETA 
G/EDQYSETTEAGVPQQRGSLPEPAQEGCGAGIIVTT 
LGICPAPSSAQGQRKG 


2165 


A 


3 


493 


DPRVRFTVCGTPTYVAPEILSEKGYGLEVDMWAAGVI 
L YI LLCGF P PFRS PERDQDE LFNI I QLGHFE FLP P YW 
DNIS DAAKDL VSRLL WD P KKRYTAHQVLQH P W I ETA 
G / EDQYSETTEAGVPQQRGSLPEPAQEGCGAGI I VTT 
LGICPAPSSAQGQRKG 


2166 


A 


1334 


470 


SAAQLSLCSRLQLTLYQYTTCPFCSGVRAFLDFHALP 
YQWEVNPERRAEIKFSSYRKVPILVAQEGESSQQLN 
DS SVI I S ALKTYLVSGQPLEE I ITYYPAMKAVNEQGK 
EVTEFGNKYWLMLNEKEAQQVYGGKEARTEEMKWRQW 
ADDWLVHLI S PNVYRTPTEALASFDYI VREGKFGAVE 
GAVAKYMGAAAM YL I S KRL KS RHRLQDN VRE D L YE AA 
D KWVAAVGKDR P FMGGQ KPNL ADL AV YGVLR VME GLD 
AFDDLMQHTHIQPWYLRVERAI TEAS PAH 


2167 


A 


996 


214 


GR I RMQRQS TTGGRGI MEGPRGWLVLC VLAI S LASMV 
TEDLCRAPDGKKGEAGRPGRRGRPGLKGEQGEPGAPG 
IRTGIQGLKGDQGEPGPSGNPGKVGYPGPSGPLGARG 
IPGIKGTKGSPGNIKDQPRPAFSAIRRNPPMGGNWI 
FDTVITNQEEPYQNHSGRFVCTVPGYYYFTFQVLSQW 
EICLSIVSSSRGQVRRSLGFCDTTNKGLFQWSGGMV 
LQLQQGDQVWVEKDPKKGHIYQGSEADSVFSGFLIFP 
SA 


2168 


A 


3 


420 


LRRFSTDCS SDQQDRLNGTAPSGFNRS * PVPLPHPI L 
EVCPGQ* EPQSAI SLTAFQVQAGASRASPGPPAPSSS 
KPGRKAKVASPCPDRPAPPPT-PRPAAAPGSESSPRP 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 

location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Un known, *=Stop codon, 
/=possible nucleotide deletion,=possible nucleotide 
insertion) 










PRPRTGRRQQRAHARRAAARTAPWRPSC 


2169 


A 


2744 


496 


ENEEQDSQNEGSTDEKSSPASSQEGSPSGDQQFSPKS 
NTEKSKGELMFDDSSDSSPEKQERNLNWTPAEVPQLA 
AAKRRLPQGKEPGLINLCAMVPPVPGNILPPEVRGNL 
MAAGQNLQS SERSEMIATWS PAVRTLRNI TNNADIQQ 
MNRPSNVAHILQTLSAPTKNLEQQVNHSQQGHTNANA 
VLFSQVKVTPETHMLQQQQQAQQQQQQHPVLHLQPQQ 
IMQLQQQQQQQISQQPYPQQPPHPFSQQQQQQQQPPP 
SPQQHQLFGHDPAVEIPEEGFLLGCVFAIADYPEQMS 
DKQLLATWKRI I QAHGGTVDP\ PSRVDARTFSVRVKS 
AAR / I AQAI RERKRCVTAHWLNTVLKKKKMVPPHRAL 
HFPVAFPPGGKPCSQHIISVTGFVDSDRDDLKLMAYL 
AGAKYTGYLCRSNTVLICKEPTGLKYEKAKEWRIPCV 
NAQWLGDILLGNFEALRQIQYSRYTAFSLQDPFAPTQ 
HLVLNLLDAWRVPLKVSAELLMSIRLPPKLKQNEVAN 
VQP\SSKRARIED\VPPPTKKLTP\ELTPF\VLFTGF 
E PVQVQQY I \ KKLYI LGGE VAE S AQKCTHL I AS KVTR 
TVKFLA\AISWKHIVTPEWLEECFRCQKFIDEQNYI 
LRDAEAEVLFSFSLEESLKRAHVSPLFKAKYFYITPG 
\ICPSLSTMKAIVECAGGKVLSK\QPSFRKLMGAQAG 
TSSLFGK*F*LSC\ENDLHFIR\EYFARG\ IDVHNAE 
F\VLTEVLTQTLDYESYKV 


2170 


A 


2744 


496 


ENEEQDSQNEGSTDEKSS PAS SQEGS PSGDQQFS PKS 
NTEKSKGELMFDDSSDSSPEKQERNLNWTPAEVPQLA 
AAKRRL PQGKE PGL I NLC AN VP P VPGN I L P PE VRGNL 
MAAGQNLQ SSERSEMIATWS P AVRTLRN I TNNAD I Q Q 
MNRPSNVAHILQTLSAPTKNLEQQVNHSQQGHTNANA 
VLFSQVKVTPETHMLQQQQQAQQQQQQHPVLHLQPQQ 
IMQLQQQQQQQISQQPYPQQPPHPFSQQQQQQQQPPP 
SPQQHQLFGHDPAVEIPEEGFLLGCVFAIADYPEQMS 
DKQLLATWKRI IQAHGGTVDP\ PSRVDARTFSVRVKS 
AAR/ 1 AQAI RERKRCVTAHWLNTVLKKKKMVPPHRAL 
HFPVAFPPGGKPCSQHI I SVTGFVDSDRDDLKLMAYL 
AGAKYTGYLCRSNTVLI CKE PTGLKYEKAKEWRI PCV 
NAQWLGDI LLGNFE ALRQ I Q YS RYTAFS LQD PF APTQ 
HLVLNLLDAWRVPLKVSAELLMS IRLPPKLKQNEVAN 
VQP\SSKRARIED\VPPPTKKLTP\ELTPF\VLFTGF 
E P VQVQQ YI \ KKLYI LGGE VAE S AQKCTHL I AS KVTR 
TVKFLA\AISWKHIVTPEWLEECFRCQKFIDEQNYI 
LRDAEAEVLFSFSLEESLKRAHVSPLFKAKYFYITPG 
\ICPSLSTMKAIVECAGGKVLSK\QPSFRKLMGAQAG 
TS S LFGK* F * L S C \ ENDLHF I R \ E YFARG\ I DVHNAE 
F\VLTEVLTQTLDYESYKV 


2171 


A 


3 


581 


GRRLRSEPRPARPPIARAWPPAPGADGRARRTRVPAP 
CLPRAPCYGVRPRAWRPRPARLRGGLVRWLLSGGPQP 
RRPRATERPSAGTGAAPRRTEPRGRCRGCGRGRG*GP 
RAWGLALCSPHSCSGAAWGPTTGSQRSWPAVARSWQG 
DS SRC PALRTTTVTAGS KAAL PE SAAEVS PMS S S PGR 
KRSGFAA 


2172 


A 


70 


993 


SEQKI QEQGYVWI TVFSALPTTVS ALHPRVLKPLS SL 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 
peptide 

M. ML 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possible nucleotide deletion^possible nucleotide 
insertion) 






> 




IHLQANSNPWECNCKLLGLRDWLASSAITLNIYWQNP 
P SMRGRALR YIN I TNC VT SSI N VS RAWAWKS PH I HH 
KTTALMMAWHKVTTNGSPLENTETENITFWERIPTSP 
AGRFFQENAFGNPLETTAVLPVQIQLTTSVTLNLEKN 
SALPNDAASMSGKTSLICTQEVEKLNEAFDILLAFFI 
LACVLIIFLIYKVVQFKQKLKASENSRENRLEYYSFY 
QSARYNVTAS I CNTSPNSLES PGLEQIRLHKQI VPEN 
EAQVILFEHSAL 


2173 


A 


2 


722 


AVRLNISYPPQNLTMTVFQGDGTASTTLRNGSALSVL 
EGQSLHLVCAVDSNPPARLSWTWGSLTLSPSQSSNLG 
VLELPRVHVKDEGEFTCRAQNPLGSQHISLSLSLQNE 
YTGKMRPI SGVMLGAFGGAGATALVFLSFCI I FWVR 
SCRKKS ARPAVGVGDTGMEDANAVRGS ASQGPL I E S P 
ADDSPPHHAPPALATPSPEEGEIQYASLSFHKARPQY 
PQEQEAIGYEYSEINIPK 


2174 


A 


2043 


1232 


SHIQHHGRGAQAPVKMVSWMI SRAWLVFGML Y PAYY 
SYKAVKTKNVKEYVRWMMYWIVFALYTVIETVADQTV 
AWF PL YYE LKI AF VI WLLS P YTKGAS L I YRKFLHPLL 
SSKEREI DD YI VQAKERGYE TMVNFGRQGLNLAATAA 
VTAAVKSQGAI TERLRS F SMHDLTT I QGDE PVGQRP Y 
QPL PE AKKKS KPAP S E S AG YGI P LKDGDE KTDEE AE G 
PYSDNEMLTHKGPRRSQSMKSVKTTKGRKEVRYGSLK 
YKVKKRPQVYF 


2175 


A 


1 


790 


RGYNPNVNAGIINSFATAAFRFGHTLINPILYRLNAT 
LGEISEGHLPFHKALFSPSRIIKEGGIDPVLRGLFGV 
AAKWRAPSYLLSPELTQRLFSAAYSAAVDSAATIIQR 
GRDHGI P P YVDFRVFCNLT S VKNFEDLQNE I KD S E I R 
QKLRKLYGSPGDIDLWPALMVEDLIPGTRVGPTLMC/ 
ML/STQFQRLRDGDRFWYENPGVFTPAQLTQLKQASL 
SRVLCDNGDSIQQVQADVF/RKRQEYPQDYLNCKRES 
PNVDPAKC 


2176 


A 


1 


790 


RGYNPNVNAGIINSFATAAFRFGHTLINPILYRLNAT 
LGE I SEGHLPFHKALFS PSRI I KEGGI D PVLRGLFGV 
AAKWRAPSYLLSPELTQRLFSAAYSAAVDSAATIIQR 
GRDHGIPPYVDFRVFCNLTSVKNFEDLQNEIKDSEIR 
QKLRKLYGSPGDIDLWPALMVEDLIPGTRVGPTLMC/ 
ML/STQFQRLRDGDRFWYENPGVFTPAQLTQLKQASL 
SRVLCDNGDSIQQVQADVF/RKRQEYPQDYLNCKRES 
PNVDPAKC 


2177 


A 


1 


790 


RGYNPNVNAGI INSFATAAFRFGHTLINPILYRLNAT 
LGE I SEGHL P FHKALF S P SRI I KEGGI D PVLRGLFGV 
AAKWRAPSYLLSPELTQRLFSAAYSAAVDSAATIIQR 
GRDHGI PPYVDFRVFCNLTSVKNFEDLQNE I KDSEIR 
QKLRKLYGS PGDIDLWPALMVEDLI PGTRVGPTLMC / 
ML/STQFQRLRDGDRFWYENPGVFTPAQLTQLKQASL 
S RVL CDNGD S I QQVQADVF / RKRQE Y PQD YLNC ICRE S 
PNVDPAKC 


2178 


A 


501 


187 


AGVKW YE HGLWQ P P P PGL KR SSHLSLPSS-DHRHEYP 
C PANF * KI F F \ VE TRSHYVAQT S LE FLD S SNP PT S AS 
QNAGI \ " GM S HCAQ PMQTF S LVKI GTNFL I F 
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SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possib!e nucleotide 
insertion) 


2179 


A 


4312 


2359 


AEKKMLPVDGEERKSEGSDTEGDRTSPCAVSSLIVSN 
RYPRGGPYI I \ATLKDLEVGGS GRR CSD PAGQ PSNLL 
PQRGLGAPL PAETAHTQ PS PNDRSLYLS PKSSSASSS 
LHARQS PCQEQAAVLNSRS I KI SRLNDTI KSLKQQKK 
QVEHQLEEEKKANNEKQKAERELEGQIQRLMIEKKKL 
NTDLYHMKHSLRYFEEE S KDLAGRLQRS SQRI GELEW 
SLCAVAATQKKKPDGFSSRSKALLKRQLEQSIREQIL 
LKGHVTQLKESLKEVQLERDQYAEQIKGERAQWQQRM 
RKMSQEVCTLKEEKKHDTHRVEELERSLSRLKNQMAE 
PL P PDAPAVS S EVE LQDLR KE LERVAGE LQ AQ VENNQ 
CIS LLNRGQK\ ERLREQEERLQEQQERLRERE KRLQQ 
LAEPQSDLEELKHENKSALQLEQQVKELQEKLGQVME 
TLTSAEKEPEAAVPASGTGGESSGLMDLLEEKADLRE 
HVEKLELGFIQYRRERCHQNVHRLLTEPGDSAKDASP 
GGGHHQAGPGQGGEEGEAAGAAGDGVAACGSYSEGHG 
KFLAAAQNPAAEPSPGAPAPQELGAADKHGDLCEASL 
TNS VE PAQGE AREGS SQDNPTA\ QP I VQLLGEMQDHQ 
EHPGLGSNCCVPCFCWAWLPRRRR 


2180 


A 

•f 


2 


1273 


GGALQCGDPLARSPAVPAPRVPAQPPPGLGRRASRKE 
AATLAMAS P PACPS EEDE SLKGCEL YVQLHGI QQVLK 
DCI VHLCI SKPERPMKFLREHFEKLEKEENRQI LARQ 
KSNSQSDSHDEEVS PTPPNPWKARRRRGGVSAEVYT 
EEDAVS YVRKVI PKDYKTMTALAKAI SKNVLFAHLDD 
NERSDIFDAMFPVTHIAGETVIQQGNEGDNFYWDQG 
EVDVYVNGEWVTNISEGGSFGELALIYGTPRAATVKA 
KTDLKLWG I DRD S YRRI LMGS TLRKRKM YE E FL S KVS 
I LE SLE KWERLTVADALE PVQFEDGEKI WQGE PGDD 
F YI I TEGTAS VLQRRS PNEE YVE VGRLGPS D YFGE I A 
LLLNRPRAAT VVARGPLKCVKLDRPRFERVLGPC SE I 
LKRNI QRYNS F I SLTV 


2181 


A 


1 


303 


PTRPLERGPSGLGMGLIDGMHTHLGAPGLYIQTLLPG 
S PAAADGRL SLGDR I LEVNGS S LLGLG YLRAVDL I RH 
GGKKMRFLVAKS D VE TAKKI H FRT P PL 


2182 


A 


2227 


332 


MGKYTVRVATGDLLLAGSPNLVQLWLVGEHGEADLGK 
QLP PVWGKEAEFE I DVPLHLGRLLMVKLRKHNVLLSL 
DWFCKWI S VQGPGTQGAAFFPCYRWVQGHGI I CLPEG 
T/RWGSWKDGLILPIAGNRQPDLPRDERFLEDKDLDF 
NVSLAKGLKDLAIKGTLDFINCVKRLEDFKKIFPHGK 
TVLAERVYDSWKNDAFFGYQFLNGANPMLLRCSSRLP 
ACLVLPPGMEDLKTQLEKELQAGSLFEVDFSLLDGVK 
PNVI I FKQQCVAAPLWLKLQ PDGGLLPMVI QLQPP * 
HGCPPPLLFLPSHPPMAWLLAKTWVRSSDFQLQQLQS 
HLLRGHLIAEVIAVATMRSLPSLHPIYKLLIPHFRYT 
MAINTLAQS SLVSEWGI FDLWSTGSGSHVDI LQRAM 
ACLTYHSLCPPDDLADRGLLDVKS S FYG * DAIRLWGI 
I SRE * \ YVEGMVGLF YNSDQAMKDDLELQAWCREMTE 
TGLQRAQDQGFLI SLESRAQLCHFVTMCI FTCTGQHA 
SNHLGQLDWYSWIPNGPCTMQKPPPISKDVTEKDIVD 
LLPNLHQARMQKTFTKFLGRRQPVMHEEKYFSGPEPQ 
AVLRQ FQE E LASMDKE I E VRNAVLNLPCE YL * P SMVE 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 

ending 

nucleotide 

location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknovvn, *=Stop codon, 
A=possible nucleotide deletion,=possible nucleotide 
insertion) 










\NSVTI 


2183 


A 


2227 


332 


MGKYTVRVATGDLLLAGSPNLVQLWLVGEHGEADLGK 
QL P PVWGKEAE FEIDVP LHLGRLLMVKLRKHNVLL S L 
DWFCKWI S VQGPGTQGAAF F PC YRWVQGHGI I CLPEG 
T/RWGSWKDGLILPIAGNRQPDLPRDERFLEDKDLDF 

NVS LAKGL KDL A I KGTLD FIN C VKRL E D F KKI F PHGK 
TVLAERVYDSWKNDAFFGYQFLNGANPMLLRCSSRLP 
ACLVLPPGMEDLKTQLEKELQAGSLFEVDFSLLDGVK 

PNVI I FKQQC VAAPLWLKLQ PDGGLLPMVI QLQPP * 
HGCPPPLLFLPSHPPMAWLLAKTWVRSSDFQLQQLQS 
HLLRGHLIAEVIAVATMRSLPSLHPIYKLLIPHFRYT 
MAINTLAQS SLVSEWGI FDLWSTGSGSHVDI LQRAM 
ACLTYHSLCPPDDLADRGLLDVKSSFYG*DAIRLWGI 
I SRE * \ YVEGMVGLFYNSDQAMKDDLELQAWCREMTE 
TGLQRAQDQGFLI SLE SRAQL CHF VTMC I FTCTGQHA 
SNHLGQLDWYSWI PNGPCTMQKPPPI SKDVTEKDI VD 
LLPNLHQARMQKTFTKFLGRRQPVMHEEKYFSGPEPQ 
AVLRQFQEELASMDKEIEVRNAVLNLPCEYL*PSMVE 
\NSVTI 


2184 


A 


2227 


332 


MGKYTVRVATGDLLLAGSPNLVQLWLVGEHGEADLGK 
QL P PVWGKEAE F E I D VPLHLGRL LMVKLRKHN VL L S L 
DWFCKWI S VQGPGTQGAAFFPC YRWVQGHGI I CLPEG 
T/RWGSWKDGLILPIAGNRQPDLPRDERFLEDKDLDF 
NVSLAKGLKDLAIKGTLDFINCVKRLEDFKKIFPHGK 
TVLAERVYDSWKNDAFFGYQFLNGANPMLLRCSSRLP 
ACLVLPPGMEDLKTQLEKELQAGSLFEVDFSLLDGVK 
PNVIIFKQQCVAAPLVVLKLQPDGGLLPMVIQLQPP* 
HGCPPPLLFLPSHPPMAWLLAKTWVRSSDFQLQQLQS 
HLLRGHL I AE VI AVATMRS L P SLH P I YKLL I PHFR YT 
MAINTLAQS SLVSEWGI FDLWS TGSGSHVDILQRAM 
ACLT YHS LC P PDDLADRGLLDVKS S F YG * DAI RLWGI 
ISRE*\YVEGMVGLFYNSDQAMKDDLELQAWCREMTE 
TGLQRAQDQGFLI SLE SRAQLCHFVTMC I FTCTGQHA 
SNHLGQLDWYSWI PNGPCTMQKPPPI SKDVTEKDI VD 
LLPNLHQARMQKTFTKFLGRRQPVMHEEKYFSGPEPQ 
AVLRQFQEELASMDKEIEVRNAVLNLPCEYL*PSMVE 

\NSVTI 


2185 


B 


1 


1110 


MGLLICLGALDARPERAPSACGEVWRERRGREPGLPT 
VLAGQREFWVGVGSAALHSERPAGPTTPGSKGLSTQV 
S S CGGRTGS P S S AS PLALRS I SRWGLSHLPHGAGLRT 
CSPAMPKPPHSAVGSCATRASLISTAPRSRAPGPIDH 
PRAETCQRTVQELAGSSTCSPVQDPLGEASWAPEFEG 
SGPKRRANGRGAYGLRDTGVHS SGVAARS PAAAERWV 
QGF PKQN VHF VNDNT I C YP CGN YVI F I N I E TKKKTVL 
QCSNGIVGVMATNIPCEWAFSDRKLKPLIYVYSFPG 
LTRRTKLKADQERDPFLYLFQVAEFLTQGCLQISAFS 
PTSQRYQALLGQMWDLIRGHRFSVEKSVETS S S CSA 


2186 


A 


22 


960 


ARPGPDMAALYACTKCHQRFPFEALSQGQQLCKECRI 
AHPWKCTYCRTEYQQESKTNTICKKCAQNVQLYGTP 
KPCQYCNIIAAFIGNKCQRCTNSEKKYGPPYSCEQCK 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 

ending 

nucleotide 

location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 

i 

j 










QQCAFDRKDDRKKVDGKLLCWLCTLSYKRVLQKTKEQ 
RKHLS S S S RAGHQEKEQYS RL S GGGHYNS QKTL STSS 
I QNE I PKKKS KFESI TTNGDS F S PDLALDS PGTDHFV 
I IAQLKEEVATLKKMLHQKDQMILEKEKKI TELKADF 
QYQESQMRAKMNQMEKTHKEVTEQLQAKNRELLKQAA 
ALSKSKKSEKSGAITSP 


2187 


A 


612 


812 


RS GRTWTGI G YS KALQ S SNRNTKS LLQNE FMM V YS F 
RALSFKESTWATFQHGGEATKSRSLSSTQ 


2188 


A 


612 


812 


R S GRTWTG I G Y S KALQ S S NRNT KS LLQNE FMMVYS F 
RALSFKESTWATFQHGGEATKSRSLSSTQ 


2189 


A 


612 


812 


RSGRTWTGIGYSKALQSSNRNTKSLLQNEFMMVYSF 
RALSFKESTWATFQHGGEATKSRSLSSTQ 


2190 


A 


612 


812 


R S GRTWTG I G Y S KALQ S SNRNT KS LLQNE FMM V Y S F 
RALSFKESTWATFQHGGEATKSRSLSSTQ 


2191 


A 


612 


812 


RSGRT WTGI GYS KALQS SNRNTKS LLQNE FMMVYS F 
RALSFKESTWATFQHGGEATKSRSLSSTQ 


2192 


A 


936 


745 


RRNS PGLCFLLPSLFHLRLLWRLLLWHQVFFDVAI FV 
1 GGI CS VSGFVHSLEGL I EAYRTNAED 


2193 


A 


122 


643 


MPSGCRCLHLVCLLCILGAPGQPVRADDCSSHCDLAH 
GCCAPDGSCRCDPGWEGLHCERCVRMPGCQHGTCHQP 
WQCI CHSGWAGKFCDKDEHI CTTQS PCQNGGQCMYDG 
GGEYHCVCLPGFHGRDCERKAGPCEQAGSPCRNGGQC 
QDDQGFALNFTCRCLVGFVGARCDV* 


2194 


A 


1 


1406 


NWSRAPPAPVEDLSKVSYEELLQWSKEELIRSLRRA 
EAE KVS AMLDHSNL I RE VNRRLQLHLGE I RGLKDI NQ 
KLQEDNQE LRDLC C FLDDDRQ KGKRVS RE WQRLGR YT 
AGVMHKEVALYLQKLKDLEVKQEEWKENMEL/KELC 
VLLDEEKGAG\ SQAAAAPSTARPACANSQP/ PTAPYV 
RDVGDGSSTSSTGSTDSPDHHKHHASSGSPEHLQKPR 
SEGSPEHSKHRSASPEHPQKPRACGTPDRPKALKGPS 
PEHHKPLCKGS PEQQRHPHPGS S PETLPKHVLSGS PE 
HFQKHRSGS S PEHARHSGGS PEHLQKHALGGSLEHLP 
RARGTSPEHLKQHYGGSPDHKHGGGSGGSGGSGGGSR 
EGTLRRQAQEDGSPHHRNVYSGMNESTLSYVRQLEAR 
VRQLEEENRMLPQASQNTGRPPTKNSSHMEKGWGSRA 
RRVLHWWQGCRGI GRCLATLTGS FRWS S 


2195 


A 


1461 


197 


GVTHLFLFGKRKLRNGIAEDLKGQADFFFLLVSEAW 
ATGS PRAWLTCLILPLPGI I FSVLPKAMSRPLLITFT 
PATDPSDLWKDGQQQPQPEKPESTLDGAAARAFYEAL 
I GDE S SAPD SQRSQTE PARERKRKKRRIMKAPAAE AV 
AEGASGRHGQGRSLEAEDKMTHRILRAAQEGDLPELR 
RLLEPHEAGGAGGNINARDAFWWTPLMCAARAGQGAA 
VS YLLGRGAAWVGVCEL S GRDAAQLAEE AGF PE VARM 
VRESHGETRS PENRS PTPSLQ YCENCDTHFQDSNHRT 
STAHLLSLSQGPQPPNLPLGVPISSPGFKLLLRGGWE 
PGMGLGPRGEGRANPIPTVLKRDQEGLGYRSAPQPRV 
THF P AWDTRAVAGRE \ T P PRVATL S WREERRRE E \ KD 
RAWERDLRTYMNLEF 


2196 


A 


10 


768 


SFAGAAARPSTPPASGRGAAPGRPGPSPMDLRAGDSW 
GMLACLCTVLWHLPAVPALNRTGDPGPGPSIQKTYDL 
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SEQ 
ID 


Method 

i 


Predicted 
beginning 
nucleotide 
location of 
first amino • 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Un known, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










TRYLEHQLR S LAGTYLNYLGPP FNE PD FN P PRLGAET 
LPRATVDLEVWRSLNDKLRLTQNYEAYSHLLCYLRGL 
NRQAATAELRRSLAHFCTSLQGLLGSIAGVMAALGYP 
LPQPLPGTEPTWTPGPAHSDFLQKMDDFWLLKELQTW 
LWRSAKDFNRLKKKMQPPAAAVTLHLGAHGF 


2197 


A 


1 


1054 


PPIARLQEFGTSRRHMAAPSGVHLLVRRGSHRIFSSP 
LNH I YLHKQ S S SQQRRNF F FRRQRD I SHS I VL P AAVS 
SAHPVPKHIKKPDYVTTGIVPDWGDSIEVKNEDQIQG 
LHQACQLARHVLLLAGKSLKVDMTTEE IDALVHRE 1 1 
SHNAYPSPLGYGGFPKSVCTSVNNVLCHGIPDSRPLQ 
DGDI INIDVTVYYNGYHGDTSETFLVGNVDECGKKLV 
E VARR CRDE AI AACRAGAP F S VI GNT I SH I THQNGFQ 
VCPHFVGHGIGSYFHGHPEIWHHANDSDLPMEEGMAF 
TIEPIITEGSPEFKVLEDAWTWSLD/TSKVSAQFEH 
TVBITSRGAQILTKLPHEA 


2198 


A 


2319 


957 


SPGTPAAGRTSRTVQTPF*SRTPLALMIGSENWPGLQ 
/ FPAKWAP* ANHIjTFAGLTPNHSGTK\WAGI SGTRLS 
LPGAGAAAPEVPRRCRRHCPECLQPAGNAAPEQSGGC 
RLAFL*ARSTSSRARGLLGSEVRRPGVAGSQRAKLLT 
P*LPFLLGVSSPSPKSGSRTAAMHQPRLSSPIQRRRK 
CSGEREASHYEPAliSKAVRSVGGSPKSASGDAGRARS 
\ SRAPNSE S SNMAARLAI EREEKAGD * QAARRRRGPP 
PPFTSGI * SRLPEAGTMSA*QPTLEFGG/ SLP* SKGN 
SSHSKELEASPSWGRQPGAV\SGNCGMCPWGPEKTE 
GRCSRPVTTAWCSLCSSCCCPMTSLSIPSQNCSKRLL 
SSSLCSSSSRILQSSSTSSSFSSCSSTPSSSRLAWST 
SYS I S S KGPS S * QLCTLP S AS PFMS GS * T YAGKTPTA 
SYGQMDFKCCLYSRD 


2199 


A 


1 


3349 


MDQPEAPCSSTGPRLAVARELLLAALEELSQEQLKRF 
RHKLRDVGPDGRS I PWGRLERADAVDLAEQLAQF YGP 
EPALEVARKTLKRADARDVAAQLQERRLQRLGLGSGT 
LLSVSEYKKKYREHVLQLHARVKERNARSVKITKRFT 
KLLIAPE S AAPEE ALGPAEE PE PGRARRS DTHTFNRL 
FRRDEEGRRPLT WLQGPAGI GKTMAAKKI L YDWAAG 
KLYQGQVDFAFFMPCGELLERPGTRSLADLILDQCPD 
RGAPVPQMLAQPQRLLFILDGADELPALGGPEAAPCT 
DPFEAASGARVLGGLLSKALLPTALLLVTTRAAAPGR 
LQGRLCSPQCAEVRGFSDKDKKKYFYKFFRDERRAER 
AYRFVKENETLFALCFVPFVCWIVCTVLRQQLELGRD 
LSRTSKTTTS VYLLF I TS VLS SAPVADGPRLQGDLRN 
LCRLAREGVLGRRAQFAEKELEQLELRGSKVQTLFLS 
KKELPGVLETEVTYQFIDQSFQEFLAALSYLLEDGGV 
PRTAAGGVGTLLRGDAQPHSHLVLTTRFLFGLLSAER 
MRDIERHFGCMVSERVKQEALRWVQGQGQGCPGVAPE 
VTEGAKGLEDTEEPEEEEEGEEPNYPLELLYCLYETQ 
EDAFVRQALCRFPELALQRVRFCRMDVAVLSYCVRCC 
PAGQALRLI S CRLVAAQE KKKKSLGKRLQAR\ LGGGS 
WLGTQLAPEVPFRPPCCDICPTPPPDPRLLQGKAFAR 
VPLNI AP I Q PL PRGL AS VERMNVT VLAGAGPGD PKTH 
AMTDPLCHLSSLTLSHCIOjPDAVCRDLSEALRAAPAL 
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SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknovm, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










TELGLLHNRLSEAGLRMLSEGLAWPQCRVQTVRVQLP 
D PQRGLQ YLVGMLRQ S PALTTLDLS GCQL PAPMVT YL 
CAVLQHQGCGLQTLSLSLPSDPTPSSFSGRCREPGRR 
LGLE SRWPR S APE PS GRQRGED PGGGGRGRGRREE AR 
EGTPGPRAPPTAAPGRSSGSRLELCSLRALRAGNARP 
PDATHAAAASGDRGEPGPRPRVHVPPPGPAQRPPPPP 
RDRPRL PAT ARALGAGT ADL P GGAAAGRLLL P PGPGV 
EQRDTGSHAGARRPGGAAAAQAQQLHGGRRRGPHHVC 
CPLSAQ 


2200 


A 


877 


446 


GIRCRFGTSEIRAHATAKATVAAFTASEGHAHPRVVE 
LPKTDEGLGFNIMGGKEQNSPIYISRVI PGGVADRHG 
GLKRGDQLLSVNGVSVEGEQHEKAVELLKAAQGSVKL 
WRYTPRVLEEMEARFEKMRSARRRQQHQSYS 


2201 


A 


48 


474 


S CLARPFRAQVS S S GFRAQNF PGVGS WAVAVGAGMAQ 
LEGYCFSAALS CTFLVS CLLF S AF SRALRE P \ YMDE I 
FHLPQAQRYCEGHFSLSQWDPMITTLPGLYLVSVGW 
KPAIWIFGWSEHWCSIGMLRFVNLLFSVGNF 


2202 


A 


3140 


1502 


FRRLHSVPRGSALCAMDGIVPDIAVGTKRGSDELFST 
CVTNGPFIMSSNSASAANGNDSKKFKGDSRSAGVPSR 
VIHIRKLPIDVTEGEVISLGLPFGKVTNLLMLKGKNQ 
AF I EMNTEE AANTMVNY YT S VT P VLRGQ P I Y I Q FSNH 
KELKTDS SPNQARAQAALQAVNSVQSGNLALAASAAA 
VD AGMAMAGQ S PVLR IIVENLFY PVTLDVLHQ IFSKF 
GTVLKIITFTKNNQFQALLQYADPVSAQHAKLSLDGQ 
N I YNAC CTLR I D F S KLT S LNVKYNNDKSRD YTR PDL P 
SGDSQPSLDQTMAAAFGLSVPNVHGALAPLAI PS AAA 
AAAAAGRIAIPGLAGAGNSVLLVSNLNPERVTPQSLF 
I LFGVYGDVQRVKI LFNKKENALVQMADGNQAQLAMS 
HLNGHKLHGKP IRITLS KHQNVQL PREGQEDQGLTKD 
YGNSPLHRFKKPGSKNFQNIFPPSATLHLSNIPPSVS 
EEDLKVLFSSNGGWKGFKFFQKDRKMALIQMGSVEE 
AVQALI D LHNHDLGENHHLRVS FSKSTI 


2203 


A 


2240 


506 


RR P PEGG S GGGRRTRARM PL PWS L AL PLLLS WVAGGF 
GNAAS ARHHGLLAS ARQ PGVCHYGTKLAC C YGWRRNS 
KGVCEATCEPGCKFGECVGPNKCRCFPGYTGKTCSQD 
VNECGMKPRPCQHRCVNTHGSYKCFCLSGHMLMPDAT 
CVNSRTCAMINCQYSCEDTEEGPQCLCPSSGLRLAPN 
GRDCLD I DE CAS GKVI C P YNRRC VNTFGS Y YCKCHI G 
FELQYISGRYDCIDINECTMDSHTCSHHANCFNTQGS 
FKCKCKQGYKGNGLRCSAIPENSVKEVLRAPGTIKDR 
I KKLL AHKN SMKKKAKI KN VT PE PTRT PT PKVNLQ P F 
NYEEIVSRGGNSHGG\KKGNEEKMKEGLEDEKREEKA 
LKD*HRRERPFRG\DVFFPKVNEAGEFGLIL\VQRKA 
LTSKLEHKADLNI S VDCS FNHG\ I CDW\ KQDR\ EDDF 
DW\NPADR\DNAI\GFY\MAVPGLWQGHK\KDIGRLK 
LLLPDLQPQSNFCLLFDYRLAGDKVGKLRVFVKNSNN 
ALAWEKTTSEDEKWKTGKIQLYQGTDATKSIIFEAER 
GKGKTGE I AVDGVLLVS GLC PDS LL S VDD 


2204 


A 


2240 


506 


RRPPEGGS GGGRRTRARM PL PWSLAL PLLLS WVAGGF 
GNAASARHHGLLASARQPGVCHYGTKLACCYGWRRNS 
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SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possible nucleotide deletion,=possible nucleotide 
insertion) 










KGVCEATCEPGCKFGECVGPNKCRCFPGYTGKTCSQD 
WECGMKPRPCQHRCWTHGSYKCFCLSGHMLMPDAT 
CVNSRTCAMINCQYSCEDTEEGPQCLCPSSGLRLAPN 
GRDCLDIDECASGKVICPYNRRCVNTFGSYYCKCHIG 
FELQYISGRYDCIDINECTMDSHTCSHHANCFNTQGS 
FKCKCKQGYKGNGLRCSAI PENS VKEVLRAPGTI KDR 
IKKLLAHKNSMKKKAKIKNVTPEPTRTPTPKVNLQPF 
NYEEIVSRGGNSHGG\KKGNEEKMKEGLEDEKREEKA 
LKD*HRRERPFRG\DVFFPKVNEAGEFGLIL\VQRKA 
LTSKLEHKADLN I S VDC S FNHG\ I CDW\ KQDR\ EDDF 
DW\NPADR\DNAI\GFY\MAVPGLWQGHK\KDIGRLK 
LLLPDLQPQSNFCLLFDYRLAGDKVGKLRVFVKNSNN 
ALAWEKTTSEDEKWKTGKIQLYQGTDATKS I I FEAER 
GKGKTGEIAVDGVLLVSGLCPDSLLSVDD 


2205 


A 


2814 


346 


VKKTKS I FNSAMQEMEVYVENIRRKFGVFNYSPFRTP 
YTPNSQYQMLLDPTNPSAGTAKIDKQEKVKLNFDMTA 
SPKILMSKPVLSGGTGRRISLSDMPRSPMSTNSSVHT 
GSDVEQDAEKKATS SHFSASEESMDFLDKSTAS PAST 
KTGQAGSLS GS PKPFS PQLSAPI TTKTDKTSTTGS I L 
NLNLDRSKAEMDLKELSESVQQQSTPVPLISPKRQIR 
SRFQLNLDKTIESCKAQLGINEISEDVYTAVEHSDSE 
DSEKSDS SDSE YI SDDEQKS * GTSQEDTEDKEGCQMD 
KE P S AVKKKPKPTNPVE I KEELKS T S PAS E KAD PGAV 
KDKASPEPEKDFSGKAKPSPHPIKDKLKGKDETDSPT 
VHLGLDSDSE\NELVIDLGEDHSGREGRKNKKEPKEP 
SPKQDWGKTPPSTTVGSHSPPETPVLTRSSAQTSAA 
GATATT S TSS TVTVTAPAPAATGS PVKKQRPLL PKE \ 
TAPAVQRSCGTSSTVQQKEITQSPSTSTITLVTSTQS 
SPLVTSSGSMSTLVSSVNGDLPIGTASADVAADIAKY 
TSKL\ MDAI KGTM\ TE I YNDLS KN \ TT WKAQLAEDS Q 
GLRI E I EKLQWLHQQEL\ SEMKHNLELTMAEMRQSWE 
QERDRLIAEVKKQLELEKQQAVDETKKKQWCANFKKE 
AIFYCCWNTSYCDYPCQ\QAHWPEH\MKSCTQSATAP 
Q\QEADAE\VNTETLNKSSQGSSSSTQSAPSETASA\ 
SKEKETSAEKSKESGSTLDLSGSRETPSSILLGSNQG 
SDHSR\SNKSSWSSSDEKRGS\TRSDHN/TPSTQHGR 
SLLPGKESRAGTPFLGTSK 


2206 


A 


2814 


346 


VKKTKS I FNSAMQEMEVYVENIRRKFGVFNYSPFRTP 
YT PNS Q YQMLLD P TN P S AGT AKI DKQE KVKXiNFDMTA 
SPKILMSKPVLSGGTGRRISLSDMPRSPMSTNSSVHT 
GSDVEQDAEKKATS SHFSASEESMDFLDKSTAS PAST 
KTGQAGSLSGSPKPFSPQLSAPITTKTDKTSTTGSIL 
NLNLDRSKAEMDLKELSESVQQQSTPVPLISPKRQIR 
SRFQLNLDKTIESCKAQLGINEISEDVYTAVEHSDSE 
DSEKSDSSDSEYI SDDEQKS * GTSQEDTEDKEGCQMD 
KE P S AVKKKP KPTN P VE I KEELKS TS PAS E KAD PGAV 
KDKASPEPEKDFSGKAKPSPHPIKDKLKGKDETDSPT 
VHLGLDSDSE\NELVIDLGEDHSGREGRKNKKEPKEP 
SPKQDWGKTPPSTTVGSHSPPETPVLTRSSAQTSAA 
GATATT S T S S TVTVTAPAPAATGS PVKKQRPLL PKE \ 



1 
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SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










TAPAVQRSCGTSSTVQQKEITQSPSTSTITLVTSTQS 
S PLVTSS GSMSTLVS SVNGDL P I GTAS ADVAAD I AKY 
TSKL\MDAIKGTM\TEIYNDLSKN\TTWKAQLAEDSQ 
GLRIEIEKLQWLHQQEL\ SEMKHNLELTMAEMRQSWE 
QERDRLIAEVKKQLELEKQQAVDETKKKQWCANFKKE 
AIFYCCWNTSYCDYPCQ\QAHWPEH\MKSCTQSATAP 
Q\QEADAE\VNTETLNKSSQGSSSSTQSAPSETASA\ 
S KE KE T S AE KS KE SGS TLDLS GSRETP S S I LLGSNQG 
SDHSR\ SNKSSWSSSDEKRGS \TRSDHN/ TPSTQHGR 
SLLPGKESRAGTPFLGTSK 


2207 


A 


2814 


346 


VKKTKS I FN S AMQEME VY VEN I RRKFGVFNYS PFRTP 
YTPNSQYQMLLDPTNPSAGTAKIDKQEKVKLNFDMTA 
SPKILMSKPVLSGGTGRRISLSDMPRSPMSTNSSVHT 
GSDVEQDAEKKATSSHFSASEESMDFLDKSTASPAST 
KTGQAGSLSGS PKPFSPQLSAPI TTKTDKTSTTGS IL 
NLNLDRSKAEMDLKELSESVQQQSTPVPLISPKRQIR 
SRFQLNLDKTIESCKAQLGINEISEDVYTAVEHSDSE 
DSEKSDS SDSE YI SDDEQKS * GTSQEDTEDKEGCQMD 
KE PS AVKKKPKPTNPVE I KEELKSTS PAS EKAD PGAV 
KDKASPEPEKDFSGKAKPSPHPIKDKLKGKDETDSPT 
VHLGLD S D S E \ NELVI DLGE DHS GREGRKNKKE P KE P 
SPKQDWGKTPPSTTVGSHSPPETPVLTRSSAQTSAA 
GATATTS TS S TVTVTAPAPAATGS PVKKQRPLL PKE \ 
TAPAVQRSCGTSSTVQQKEITQSPSTSTITLVTSTQS 
S PL VTS S GSMS TL VS SVNGDL P I GTAS AD VAAD I AKY 
TS KL \ MDAI KGTM\ TE I YNDLS KN \ TT WKAQLAED S Q 
GLRI E I EKLQWLHQQEL\ SEMKHNLELTMAEMRQSWE 
QERDRLIAEVKKQLELEKQQAVDETKKKQWCANFKKE 
AI FYCCWNTS YCDYPCQ\ QAHWPEH\MKS CTQSATAP 
Q\QEADAE\VNTETLNKSSQGSSSSTQSAPSETASA\ 
SKEKETSAEKSKESGSTLDLSGSRETPSSILLGSNQG 
SDHSR\ SNKSSWSSSDEKRGS \TRSDHN/ TPSTQHGR 
SLLPGKESRAGTPFLGTSK 


2208 


A 


2814 


346 


VKKTKS I FNSAMQEMEVYVENIRRKFGVFNYS PFRTP 
YTPNSQYQMLLDPTNPSAGTAKIDKQEKVKLNFDMTA 
SPKILMSKPVLSGGTGRRISLSDMPRSPMSTNSSVHT 
GSDVEQDAEKKATSSHFSASEESMDFLDKSTAS PAST 
KTGQAGSLSGSPKPFSPQLSAPITTKTDKTSTTGSIL 
NLNLDRSKAEMDLKELSESVQQQSTPVPLISPKRQIR 
SRFQLNLDKT IES CKAQLGINE ISEDVYTAVEHSDSE 
DSEKSDSSDSE YI SDDEQKS * GTSQEDTEDKEGCQMD 
KE P S AVKKKPKPTN PVE I KEE LKS T S PAS E KAD PGAV 
KDKASPEPEKDFSGKAKPSPHPIKDKLKGKDETDSPT 
VHLGLDSDSE\NELVIDLGEDHSGREGRKNKKEPKEP 
SPKQDWGKTPPSTTVGSHSPPETPVLTRSSAQTSAA 
GATATTS TS STVTVTAPAPAATGS PVKKQRPLL PKE \ 
TAPAVQRSCGTSSTVQQKEITQSPSTSTITLVTSTQS 
S PLVTS SGSMSTLVS SVNGDL PI GTAS AD VAAD I AKY 
T S KL \ MDAI KGTM \ TE I YNDL S KN \ TTWKAQLAED S Q 
GLRI E I EKLQWLHQQEL\ SEMKHNLELTMAEMRQSWE 
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640 
TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










QERDRLIAEVKKQLELEKQQAVDETKKKQWCANFKKE 
AIFYCCWNTSYCDYPCQ\QAHWPEH\MKSCTQSATAP 
Q \ QE AD AE \ VNT E TLNKS S QGS S S S TQ S AP S E T AS A\ 
SKEKETSAEKSKESGSTLDLSGSRETPSSILLGSNQG 
SDHSR\ SNKS SWS S SDEKRGS \ TRSDHN/ TPSTQHGR 
SLLPGKESRAGTPFLGTSK 


2209 


A 


1 


575 


GGIPHYLRGWNARQPWHNADVRLRYGLRPGNATEEG 
LAS LHS VLFRKQ P FLWRAALL YYT I HRAARMS FRQLF 
QDLERYVQDADVRWEYCVRAKRGQTDTSLPGCFSKDQ 
VYLDG I VR I LRHRQ TIDFPLLTS LGKVS YE D VDHLR P 
HGVLDNTRVPHFMQDLARYRQQLEHIMATNRLDEAEL 

GRLLPD 


2210 


A 


3 


1795 


LGLGSGTLLSVSEYKKKYREHVLQLHARVKERNARSV 
KITKRFTKLLIAPESAAPEEALGPAEEPEPGRARRSD 
THTFNRLFRRDEEGRRPLTWLQGPAGIGKTMAAKKI 
LYDWAAGKLYQGQVDFAFFMPCGELLERPGTRSLADL 
ILDQCPDRGAPVPQMLAQPQRLLFILDGADELPALGG 
PEAAPCTDPFEAASGARVLGGLLSKALLPTALLLVTT 
RAAAPGRLQGRLCSPQCAEVRGFSDKDKKKYFYKFFR 
DE RRAERAYRF VKENE TL F AL C F VP F VC W I VC T VLRQ 
QLELGRDLSRTSKTTTSVYLLFITSVLSSAPVADGPR 
LQGDLRNLCRLAREGVLGRRAQFAEKELEQLELRGSK 
VQTLFLSKKELPGVLETEVTYQFIDQSFQEFLAALSY 
LLEDGGVPRTAAGGVGTLLRGDAQPHSHLVLTTRFLF 
GLLSAERMRDIERHFGCMVSERVKQEALRWVQGQGQG 
C PGVAPE VTEGAKGLEDTEE PEEEEEGEE PNYPLELL 
YCLYETQEDAFVRQALCRFPELALQRVRFCRMDVAVL 
S YC VRC C P AGQALRL I S CRLVAAQE KKKKS LGKRLQA 
SLGGG 


2211 


A 


2 


1177 


GFVEAGEECYCVS\GQECRDLCCFAHNCSLRPGAQCA 
HGDCCVRCLLKPAGALCRQAMGDCDLPEFCTGTSSHC 
PPDVYLLDGSPCARGSGYCWDGACPTLEQQCQQLWGP 
GSHPAPEACFQWNSAGDAHGNCGQDSEGHFLPCAGR 
DALCGKLQCQGGKPSLLAPHMVPVDSTVHLDGQEVTC 
RGALALPSAQLDLLGLGLVEPGTQCGPRMVCQSRRCR 
KNAFQELQRCLTACHSHGVCNSNHNCHCAPGWAPPFC 
DKPGFGGSMDSGPVQAENHDTFLLAMLLSVLLPLLPG 
AGLAWCCYRLPGAHLQRCSWGCRRDPACSGPKDGPHR 
DHPLGGVHPMELGPTATGQPWPLDPENSHEPSSHPEK 
PLPAVSPDPQADQVQMPRSCLW 


2212 


A 


1073 


480 


XXPDALSTVAEXPGRPTRPPTRTAAPWPRPGCSSASA 
PPTPASAPWPASPSSSSGRWSTDSRGPRPWEGSQGCW 
HCGSW*RT*CTCKIIGGPGSRGCAASSSWASSSRPSP 
SLPSAPSSCWPSPGIRASQTPPATTSPASGASFPSSG 
PSCSASMPTATGLTLLTSASSAISDPGGSVYA- V SGMV 
HQSGKEPSTVYTS 


2213 


A 


1 


2454 


MALQNALYTGDLARLQE LFPPHS TADLLLE S RAAE PR 
WSSHQRACPIAYTLAQEHSHVEPRIAPAGCVARLVEK 
PSRGSEEHLKSGPGPIVTRTASGPALAFWQAVLAGDV 
GCVSRILADSSTGLAPDSVFDTSDPERWRDFRFHIRA 
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641 
TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 


Amino acid sequence (X=Un known, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 






of peptide 
sequence 


peptide 
sequence 












LRLWSLTYE E ELTT PLHVAAS RGHTEVLRLLLRRRAR 
PDSAPGGRTALHEACAAGHTACVHVLLVAGADPNIAD 
QDGKRPLHLCRGPGTLECAELLLRFGARVDGRSEEEE 
E T PLHVAARLGHVE L ADLLLRRGAC PD ARNAEGWT PL 
LAACD VRCQ S I TDAE ATTAR C LQLCS LLL S AGADADA 
ADQDKQRPLHLACRRGHAAWELLLSCGVSANTMDYG 
GHTPLHCALQGPAAALAQS PEHWRALLNHGAVRVWP 
GALPKVLERWSTCPRTIEVLMNTYSWQLPEEAVGLV 
TPETLQKHQRFYSSLFALVRQPRSLQHLSRCALRSHL 
EGSLPQALPRLPLPPRLLRYLQLDFEGVSPGICEQSQ 
LLGVQGCVEGKRRVGEGPSQNRPVPEPPEASESKPLL 
PD VHGLLRGPE SRC P S LQRARL CTNS GQ VAL AAGGP A 
PQAGVDAAI PNAEKRTDSGSRPFQGLLRSGTAHGGKD 
CPPGPHQVRLAGSRSAAHRRKRQLCAAATRGHPRPGP 
TLPTMRGLS LANE WI GAS FAGRLTNTFCAGLGQAVPS 
MVAL T TAL P S F AE P PDAF YG PQ E LAAAAAAAAAT AAR 
NNPEPGGRRPEGGLEADELLPAREKVAEPPPPPPPHF 
SETFPSLPGVDKLQGWDFRGHQDGGMLKQLSIQQWRA 
RSGF 


2214 


A 


757 


208 


NVF I E PRI QGFMKTS AHPGQKHPD FSMGLLF PLLAAL 
EVCSCGSSGSLGYNLPQNH\GLLGRNTLVLLGQMRRI 
SPFLCLKDRSDFRFPQEKYEVSQLQKA\QAMSFLYDV 
LQQVFNFSHKALL\CCMEHDLPGPTPHFTSSAAGTPG 
DLLGAGDGRRRS WGQWVI EGS TLALRRYFQES I STLE 


2215 


A 


43 


1004 


QLWGFAAGSDSRPAMGCDGGTIPKRHELVKGPKKVEK 
VDKDAELVAQWNYCTLSQEILRRPIVACELGRLYNKD 
AVIEFLLDKSAEKALGKAASHI KS I KNVTELKLSDNP 
AWEGDKGNTKGDKHDDLQRARFICPWGLEMNGRHRF 
CFLRCCGCVFSERALKEIKAEVCHTCGAAFQEDDVIV 
LNGTKEDVDVLKTRMEERRLRAKLEKKTKKPKAAESV 
SKPDVSEEAPGPSKVKTGKPEEASLDSREKKTNLAPK 
STAMNESSSGKAGKPPCGATKRSIADSEESEAYKSLF 
TTHS SAKRS KEES AHWVTHTS YCF 


2216 


A 


1323 


840 


FCPLGKPVMGPIFLDCRPFFLFPKPNQGTGTPLHNKV 
PYFFQ*GPFGPLWNHRTLFFFLRWSFALLAQAGVQWR 
DLGSLQPLPPGFK*FSCLSLPSIWDYRRLPPCPANFA 
FLVETGFLHVGQVGL*LLTSGDPSASASQSSGITG\V 
SHHTWP*LSFLLWI 


2217 


A 


17 


348 


ARAAARAGFSSYLKSLPDVRKKSLPLPEKPHKEENSE 
IWWRE FDKQVFLLN * S PRRQ S KLYTVDLE S GLHYLL 
RVELAAHKSLAGAELKTLKDFVTVLAKLFPGRPPVK 


2218 


A 


1 


1206 


MALSSWPWLRLNMADFVFSFLCLGIGTSIVLGILFY 
LLQAHRYLQEGMTYQLALSFYLTWASVFLFLMTGMGE 
DE E S ALQTLLD PRS S YLLVS LE I L PTNP S PLS PCAVS 
EDESEMRGLSLLRRQSQATGRLEPTFKHDSTLLALQG 
ALGLYDGHTPPYAACLGFEFRKHLGNPAKDGGNVTVS 
LFYRNDSAHLPLPLSLPGCPAPCPLGRFYQLTAPARP 
PAHGVSCHGPYEAVIPPGPGAI I PSTGPAVGMQRERS 
EVGSGVPARTVYASEQHAYMWHSALIPDSGLRGKPTL 
SSRKPPQTSCGPEFAMVLSIjALCGALWCKARAMDQA 
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642 
TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion 5 =possible nucleotide 
insertion) 










RPRQLIGI DALRD PRAS S RTRAGGLGM I RRQEE E PAA 
RT VLARCD SSPSECPS HARAP YDTGPL FNAKG 


2219 


A 


1 


1594 


NGGGSLNNYSSPIPSTPAPSRRDPQFSVPPTANTPTP 
VCKRSMRWSNLFTSEKGSDPDKERKAPENHADTIGSG 
RAI PI KQGMLLKRSGKWLKTWKKKYVTLCSNGMLTYY 
SSLGDYMKNIHKKEIDIiQTSTIKVPGKWPSLATSACT 
PISSSKSNGLSKDMDTGLGDSICFSPSISSTTSPKLN 
PPPSPHANKKKHLKKKSTNNFMIVSATGQTWHFEATT 
YEERDAWVQAIQSQILASLQSCESSKSKSQLTSQSEA 
MALQ S I QNMRGNAHC VD CE TQNPKWAS LNLGVLMC I E 
CSGIHRSLGPHLSRVRSLELDDWPVELRKVMSSIVND 
LANSIWEGSSQGQTKPSEKSTREEKERWIRSKYEEKL 
FLAPLPCTELSLGQQLLRATADEDLQTAILLLAHGSC 
EEVNETCGEGDGCTALHLACRKGNWLAQLLIWYGVD 
VMARDAHGNTALTYARQASSQECINVLLQYGCPDECV 
* YLF YLTAVS LVQKQNGKNKDNS E FQKE I TNS ANNS I 
FSTFRKLSKYTKC 


2220 


A 


1 


1594 


NGGGSLNNYSSPIPSTPAPSRRDPQFSVPPTANTPTP 
VCKRSMRWSNLFTSEKGSDPDKERKAPENHADTIGSG 
RAI PI KQGMLLKRSGKWLKTWKKKYVTLCSNGMLTYY 
SSLGDYMKNIHKKEIDLQTSTIKVPGKWPSLATSACT 
PISSSKSNGLSKDMDTGLGDSICFSPSISSTTSPKLN 
P P P S PHANKKKHLKKKS TNNFM I VS ATGQT WHFE ATT 
YEERDAWVQAIQSQILASLQSCESSKSKSQLTSQSEA 
MALQ S I QNMRGNAHCVDCETQNPKWAS LNLGVLMC I E 
CSGIHRSLGPHLSRVRSLELDDWPVELRKVMSSIVND 
LANSIWEGSSQGQTKPSEKSTREEKERWIRSKYEEKL 
FLAPLPCTELSLGQQLLRATADEDLQTAILLLAHGSC 
EE VNETCGEGDGCTALHLACRKGNWLAQLL I W YGVD 
VMARDAHGNTALTYARQASSQECINVLLQYGCPDECV 
* YL F YLTAVS LVQKQNGKNKDNS E FQKE I TNS ANNS I 
FSTFRKLSKYTKC 


2221 


A 


1 


1594 


NGGGSLNNYSSPIPSTPAPSRRDPQFSVPPTANTPTP 
VCKRSMRWSNLFTSEKGSDPDKERKAPENHADTIGSG 
RAIPIKQGMLLKRSGKWLKTWKKKYVTLCSNGMLTYY 
SSLGDYMKNIHKKEIDLQTSTIKVPGKWPSLATSACT 
PI S SSKSNGLSKDMDTGLGDS I CFS PS I S STTS PKLN 
PPPSPHANKKKHLKKKSTNNFMIVSATGQTWHFEATT 
YE ERDAWVQ AI Q S Q I LAS LQ S C E S S KS KS QLT S Q S E A 
MALQ S I QNMRGNAHC VDC E TQN PKWAS LNLGVLMC I E 
CSGIHRSLGPHLSRVRSLELDDWPVELRKVMSSIVND 
LANSIWEGSSQGQTKPSEKSTREEKERWIRSKYEEKL 
FLAPLPCTELSLGQQLLRATADEDLQTAILLLAHGSC 
EEVNETCGEGDGCTALHLACRKGNWLAQLLIWYGVD 
VMARDAHGNTALTYARQASSQECINVLLQYGCPDECV 
* YLF YLTAVSLVQKQNGKNKDNSE FQKE I TNS ANNS I 
FSTFRKLSKYTKC 


2222 


A 


1 


1594 


NGGGSLNNYSSPIPSTPAPSRRDPQFSVPPTANTPTP 
VCKRSMRWSNLFTSEKGSDPDKERKAPENHADTIGSG 
RAI P I KQGMLLKRSGKWLKTWKKKYVTLCSNGMLTYY 
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643 
TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possible nucleotide deletion,=possible nucleotide 
insertion) 










S S LGD YMKN I HKKE I DLQT S T I KVPGKW P S LAT S ACT 
PISSS KSNGL S KDMDTGLGD SICFSPSISSTTSP KLN 
PPPSPHANKKKHLKKKSTNNFMIVSATGQTWHFEATT 
YE ERDAWVQ AI QSQX LAS LQ S CE S S KS KS QLT S Q S E A 
MALQ S I QNMRGNAHCVD CETQNPKWAS LNLGVLMC I E 
CSGIHRSLGPHLSRVRSLELDDWPVELRKVMSSIVND 
LANSIWEGSSQGQTKPSEKSTREEKERWIRSKYEEKL 
FLAPLPCTELSLGQQLLRATADEDLQTAI LLLAHGS C 
EEVNETCGEGDGCTALHLACRKGNWLAQLIi I WYGVD 
VMARD AHGNTALT YARQ AS SQECI NVLLQYGC PDE CV 
* YLFYLTAVSLVQKQNGKNKDNSE FQKE I TNS ANNS I 
FSTFRKLSKYTKC 


2223 


A 


2 


415 


GGFAAAVESFHHEDVLLFAALMAHELGHNLGIQHDHS 
ACFCKDKHFCLMHENITKESGFSSCSSDYFYQFLREH 
KGACLFNKPRPRGRKRRDSACGNGWEDTDQCDCGSL 
CQHHAC CDENC I LKAKA* CNDGPCCHK 


2224 


A 


53 


325 


MRLSVCLLLLTLALCCYRANAWCQALGSEITGFLLA 
GKPVFKFQLAKFKAPLEAVAAKMEVKKCVDTMAYEKR 
VLITKTLGKIAEKCDR* 


2225 


A 


9 


422 


ESRERSGNRRGAEDRGTCGLQSPSAMLGAKPHWLPGP 
LHSPGLPLVLVLLALGAGWAQEGSEPVLLEGECLWC 
E PGRAAAGGPGGAALGEAPPGRVAFAAVRSHHHE PAG 
ETGNGTSGAIYFDQVLVNEGGGFDRAS 


2226 


A 


42 


722 


MGCDGRVSGLLRRNLQPTLTYWSVFFSFGLCIAFLGP 
TLLDLRCQTHSSLPQISWVFFSQQLCLLLGSALGGVF 
KRTLAQSLWALFTS SLAI SLVFAVI PFCRDVKVLAS V 
MALAGLAMGCIDTVANMQLVRMYQKDSAVFLQVLHFF 
VGFGALLSPLIADPFLSEANCLPANSTGQHHLPRATC 
SMSPGCWGQHHVDAQALVQPDVPKADSQGPGREPEGP 
MPSG* 


2227 


A 


42 

t 


722 


MGCDGRVSGLLRRNLQPTLTYWSVFFSFGLCIAFLGP 
TLLDLRCQTHS SLPQI SWVFFSQQLCLLLGSALGGVF 
KRTLAQSLWALFTSSLAISLVFAVIPFCRDVKVLASV 
MAL AGL AMG C I D T VANMQ LVRM YQ KD S AVF LQ VLHF F 
VGFGALLSPLIADPFLSEANCLPANSTGQHHLPRATC 
SMS PGCWGQHHVDAQALVQPDVPKADSQGPGRE PEGP 
MPSG* 


2228 


A 


2 


474 


TGPT I KNMDGTFNVTS CLKLNS SQEDPGTVYQCVVRH 
ASLHTPLRSNFTLTAARHSLSETEKTDNFSIHWWPIS 
F I GVGLVLL I VL I PWKKI CNKS S SAYTPLKC ILKHWN 
SFDTQTLKKEHLIFFCTRAWPSYQLQDGEAWPPEGSV 
NINTYSTTV 


2229 


A 


2 


1654 


GRGDSSSSGSGSGSGSGSRACPARPSAPGLRAPTPPP 
RLPGASGAPAARLTLKFLAVLLAAGMLAFLGAVI CI I 
ASVPLAASPARALPGGADNASVASGAAASPGPQRSLS 
ALHGAGGSAGPPALPGAPAASAHPLPPGPLFSRFLCT 
PLAAACPSGAQQGDAAGAAPGEREELLLLQSTAEQLR 
QTALQQE AR I RADQDT I RE LTGKLGRCE S GL PRGLQG 
AGPRRDTMADGPWDSPALILELEDAVRALRDRIDRLE 
ELPARVNLSAAPAPVSAVPTGLHSmDQLEGQLLAQV 
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644 
TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deIetion,=possible nucleotide 
insertion) 










LALEKERVALSHSSRRQRQEVEKELDVLQGRVAELEH 
GSSAYS PPDAFKI S I PIRNNYMYARVRKALPEL YAFT 
ACMWLRSRSSGTGQGTPFSYSVPG/ qagneivlleag 
HEPMELLINDKVAQLPLSLKDNGWHHICIAWTTRDGL 
WS AYQDGELQGS GENLAAWHP I KPHGI L I LGQEQDTL 
GGRFDATQAFVGDIAQFNLWDHALTPAQVLGIANCTA 
PLLGNVLPWEDKLVEAFGGATKAAFDVCKGRAKA 


2230 


A 


3 


913 


FMTDVNSWLLTFGFQLHNVIPGYPKPDMDAMEPSYEL 
IHTQMKTQEWDNSKSILGVQCEVQKQLKAFVTLERFD 
QL YGS TI TS CQQAPKTKKFAS SGS VFGKGVKFALKDG 
RVTTDI I S VANEDGRRVAAI LNHAHYLENLHFT I DGV 
DTHYFVKPGPSEGDLAILGLSGGRRTLENGVNVTVSQ 
INTVLNGRTRRYTDIQLQYGALCLNTRYGTTLDEEKA 
RVLE L S RQRAVRQAWARE QQRLRE GE E GLRAWTE GE K 
QQVLSTGRVQGYDGFFVISVEQYPELSDSANNIHFMR 

QSEMGRR 


2231 


A 


488 


75 


ASVPKTNKIEPRSYSIIPSCGIQAARACFEHSNFFKV 
NASGPAGHSAKS I EGAPRGKGRGRAVARLAADRPPAP 
KI QLRAF * LQQL * YTLLE LELPRLLAPDL PSNGS SLK 
DLKWTHSN YRAS KESCIVI FRHYL PGS 


2232 


A 


3 


181 


HERD VL FNLCENL VKS S E AN S PAHEE F KTMLL I AH Y Y 
ATRSAAE SVYQL * AVSRVLL S LVY 


2233 


A 


1 


492 


KI KAKNLTNYDLCSI FLGTSTLLVWVGVIRYLGYFQA 
YNVLILTMQASLPKVLRFCACAGMIYLGYTFCGWIVL 
GPYHDKFENLNTVAECLFSLVNGDDMFATFAQIQQKS 
ILVWLFSRLYLYSFISLFIYMILSLFIALITDSYDTI 
KKFQQNGFPETDLQEF 


2234 


A 


1 


492 


KI KAKNLTNYDLCSI FLGTSTLLVWVGVIRYLGYFQA 
YNVLILTMQASLPKVLRFCACAGMIYLGYTFCGWIVL 
GPYHDKFENLNTVAECLFSLVNGDDMFATFAQIQQKS 
ILVWLFSRLYLYSFISLFIYMILSLFIALITDSYDTI 
KKFQQNGFPETDLQEF 


2235 


A 


1 


576 


PCGEFHHSS / QKATPAEEVEDSNDSS YSEPPDVQQQL 
NHYQSAALARNNSRVS PVPLS GAAAGTEQKTEAVLHC 
EFCEFSSGYIQSIRRHYRDKHGGKKLFKCKDCSFYTG 
FKSAFTMHVEAGHSAVPEEGPKDLRCPLCLYHTKYKR 
NMIDHIVLHREERWPIEVCRSKLSKYLQGWFRCDK 
CTFTCSR 


2236 


C 


60 


472 


MPLLEYARNMLRTWSSLPWTRFRVCLLSLSLFLWANR 
LEDSRSCQPNPMSLTTLPGHRLKEAVWLPAPSRTMSP 
HLDPNQLGILLRVLRKEKEDGDYPDMMATHPSSRYEA 
CSSGITLAAPPTHGPRPTDPRIGPAP 


2237 


c 


60 


472 


MPLLEYARNMLRTWSSLPWTRFRVCLLSLSLFLWANR 
LEDSRSCQPNPMSLTTLPGHRLKEAVWLPAPSRTMSP 
HLD PNQLG I LLRVLRKEKEDGD YPDMMATH P S S RYE A 
CS SGI TLAAPPTHGPRPTDPRI GPAP 


2238 


A 


129 


329 


VSNIVDPHQTVGLSTQEPGDIFTYSEFDGILGLAYPS 
LASE * SVPVLDNTMQRHLVAQDLFSVYMSR 


2239 


A 


130 


502 


DSRIPKEAPDQQKKKMGPPSLVLCLLSATVFSLLGGS 
SAFLSHHRLKGRFQRDRRNIRPNIILVLTDDQDVELG 
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645 
TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Un known, *=Stop codon, 
/=possible nucleotide deletion,=possible nucleotide 
insertion) 










SMQVMNKTRRIMEQGGAHFINAFVTTPMCCPSRSSIL 
TGKYVHNHNTYMY 


2240 


A 


3 


498 


YKEVVTQHFL*VTYETHPIYYLKISQPSGNPKKIIWM 
D C G I HARE W I AP AF C Q WF VKE I LQNHKDN SRI RKLLM 
NLDFYVLPVLNIDGYIYTWTTDRLWRKSRSPHNNGTC 
FGTDLNRNFNASWCSIGASRNCQDQTFCGTGPVSEPE 
TKAVASFIESKNDDFCA 


2241 


A 


3 


498 


YKEWTQHFL*VTYETHPIYYLKISQPSGNPKKIIWM 
DCGIHAREWIAPAFCQWFVKEILQNHKDNSRIRKLLM 
NLDFYVLPVLNIDGYIYTWTTDRLWRKSRSPHNNGTC 
FGTDLNRNFNAS WC S I GASRNCQDQT F CGTGPVS E PE 
TKAVASFIESKNDDFCA 


2242 


A 


972 


468 


MAAAGAGRLRRVASALLLRS P RL PARE L SAP ARLYHK 
KWDHYENPRNVGSLDKTSKNVGTGLVGAPACGDVMK 
LQIQVDEKGKIVDARFKTFGCGSAIASSSLATEWVKG 
KTVEEALTI KNTDI AKELCLP PVKLHCSMLAEDAI KA 
ALADYKLKQEPKKGEAEKK 


2243 


A 


1193 


548 


TQAWTRAEKDRKGSVRALRLHLERGPPT*RGSHPL\Q 
SVPCIQKPSIFSSYPI/GLPQSGGEPGPVGEQQPVRR 
PEQPSCGPASRMPLTSRSVPPGRGALPPDSLSTRKGL 
PRPSTAGHRVRESGHKVPVSQRLNLPVMGATRSNLQP 
PRKVAVPGPTR * RDQDS KQDF S S KPLQS VPGLAS TQQ 
TLTPADSGPGTGGRDATRAGL PGVETMGNGVD 


2244 


A 


3 


773 


SLEMSSDGEPLSRMDSEDSISSTIMDVDSTISSGRST 
PAMMNGQGSTTSSSKNIAYNCCWDQCQACFNSSPDLA 
DHIRSIHVDGQRGGVFVCLWKGCKVYNTPSTSQSWLQ 
RHMLTHSGDKPFKCWGGCNASFASQGGLARHVPTHF 
SQQNS SKVS SQPKAKEES PSKAGMNKRRKLKNKRRRS 
LARPHDFFDAQTLDAIRHRAICFNLSAHIESLGKGHS 
WFHSTVS I LLFFQI KYKTLQKNI STI I SKSLKI 


2245 


A 


3834 


2068 


GARGRPLAETWPFLTAPVLPGQLQITEPTMAEKGDCI 
ASVYGYDLGGRFVDFQPLGFGVNGLVLSAVDSRACRK 
VAVKKI ALS D ARSMKHALRE I KI I RRLDHDN I VKVYE 
VLGPKGTDLQGELFKFSVAYIVQEYMETDLARLLEQG 
TL AE E HAKL FM YQLLRGLKY I HS AN VLHRDL KP AN I F 
ISTEDLVLKIGDFGLARIVDQHYS\HKGYLSEGLVTK 
WYRS PRLLL S PNNYTKAI DMWAAGC I LAEMLTGRML F 
AGAHELEQMQL I LETI PVI REEDKDELLRVM PS F VS S 
TWEVKRPLRKLLPEVNSEAIDFLEKILTFNPMDRLTA 
EMGLQHP YMS P YS CPEDE PTS QHPFRI EDE I DD I VLM 
AANQSQLSNWDTCSSRYPVSLSSDLEWRPDRCQDASE 
VQRDPRAGSAPLAENVQVDPRKDSHSSSERFLEQSHS 
SMERAFE AD YGRS CD YKVGS P S YLDKLLWRDNKPHH Y 
S E PKL I LDL S HWKQAAGAP PTATG\ LADTGAREDE PA 
SLFLE\IAQWVKSTQG\AQSTPARPPTTPSAACLPRP 
P\PPGPGGCR\RQPPVRPGRVHLPRPEALHQARGPAG 

Q 


2246 


A 


328 


595 


VIEWWPVEPPNQLSTSSVGRVPGSTRPQRSFLSRW 
RAALPLQLLLLLLLLLACLLPSSEEDYSCTQANNFAR 
SFYPMLRYTNGPPPT 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possible nucleotide deletion,=possible nucleotide 
insertion) 


2247 


A 


548 


811 


S S F I KRH I L I FEDDWHQTTCCHHPHHP \ F RCQFHI F 
YVSVQNS I SPSLSVS S SHPDRPDHE VHQHRAAHHHQH 
GQGPLGHGLVARVG 


2248 


A 


37 


441 


GXAGVGGDSEGEVTSALSATFSGPKIAFYVGLKSPHE 
GYEVLKFDDWTNLGNHYDPTTGKFSCQVRGIYFFTY 
HILMRGGDGTSMWADLCKNGQVRASAIAQDADQNYDY 
ASNSWLHLDSGDEVYVKLDGGKA 


2249 


A 


808 


112 


RRYKS GTEVNNTDGGIARL I VFGTGQKD WTATD PKE P 
ADLVAI AFGGVC VGFSNAKFGHPNNI I GVGGAKSMAD 
GWETARRLDRPPILENDENGILLVPGCEWAVFRLAHP 
GVITRIEIDTKYFEGNAPDSCKVDGCILTTQEEAVIR 
QKWILPAHKWKPLLPVTKLSPNQSHLFDSLTLELQDV 
I THARLT I VPDGGVNRLRLRGF P SSI CLLRPRE KPML 
KFSVSFKANP 


2250 


A 


189 


1811 


P P FGGL SAAQT I GEMWE AQFLGLLFLQ PLWVAP VKPL 
QPGAEVPWWAQEGAPAQLPCSPTIPLQDLSLLRRAG 
VTWQHQPDSGPPAAAPGHPLAPGPHPAAPSSWGPRPR 
RYTVLSVGPGGLRSGRLPLQPRVQLDERGRQRGDFSL 
WLRPARRADAGEYRAAVHLRDRALSCRLRLRLGQASM 
TASPPGSLRAS DWVI LNCSFS R PDR PA S VHW FRNRGQ 
GRVPVRE S PHHHLAE S FLFLPQVS PMD S GP WGC I LTY 
RDGFNVSIMYNLTVLGLEPPTPLTVYAGAGSRVGLPC 
RLPAGVGTRSFLTAKWTPPGGGPDLLVTGDNGDFTLR 
LEDVSQAQAGTYTCHIHLQEQQLNATVTIjAIITVTPK 
S FGS PGSLGKLLCEVT PVSGQERF VWS SLDTPS QRS F 
SGPWLEAQEAQLLSQPWQCQLYQGERLLGAAVYFTEL 
SSPGAQRSGRAPGALPAGHLLLFLTLGVLSLLLLVTG 
TFGFHLWRRQCRP\RRFSALEQGIH\P\RQAQSKIEE 
LEQEPEPEPEPEPEPEPEPEPEQL 


2251 


A 


3 


3773 


SWPRGRGETGGHPGALRTRTMQKSVRYNEGHALYLAF 
LARKEGTKRGFLSKKTAEASRWHEKWFALYQNVLFYF 
EGEQSCRPAGMYLLEGCS CERT PAP PRAGAGQGGVRD 
ALDKQYYFTVLFGHEGQKPLELRCEEEQDGKEWMEAI 
HQAS YADI L I ERE VLMQKYI HLVQ I VETEKI AANQLR 
HQLEDQDTE I ERLKSE I I ALNKTKERMRP YQSNQEDE 
DPDIKKI KKVQS FMRGWLCRRKWKTI VQDYI CS PHAE 
SMRKRNQIVFTMVEAESEYVHQLYILVNGFLRPLRMA 
ASSKKPPISHDDVS S I FLNSETIMFLHEI FHQGLKAR 
IANWPTLILADLFDILLPMLNIYQEFVRNHQYSLQVL 
ANCKQNRDFDKLLKQYEANPACEGRMLETFLTYPMFQ 
IPRYIITLHELLAHTPHEHVERKSLEFAKSKLEELSR 
VMHDEVSDTENIRKNLAI ERMI VEGCDI LLDTSQTFI 
RQGSLIQVPSVERGKLSKVRLGSLSLKKEGERQCFLF 
TKHFLICTRSSGGKLHLLKTGGVLSLIDCTLIEEPDA 
SDDDS KGSGQVFGHLDFKI WE PPDRAAFT WLLAPS 
RQEKAAWMSDI SQCVDNIRCNGLMTI VFEENSKVTVP 
HM I KS DARLHKDDTD I C F S KTLNS CKVPQ I R YA S VER 
LLERLTDLRFLS I DFLNT^LHTYRI FTTAAWLGKLS 
DIYKRPFTSIPVRSLELFFATSQNNRGEHLVDGKSPR 
LCRKFSS PPPLAVSRTSSPVRARKLSLTS PLNSKIGA 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *HStop codon, 
/=possible nucleotide deletion,=possibIe nucleotide 
insertion) 










LDLTTS S S PTTTTQS PAAS P P PHTGQI PLDLSRGLS S 
PEQS PGTVE ENVDNPRVDLCNKLKRS I QKAVLE S APA 
DRAGVESSPAADTTELSPCRSPSTPRHLRYRQPGGQT 
ADNAHCS VS PASAFAI ATAAAGHGS PPGFNNTERTCD 
KE F 1 1 RRTATNRVLjNVLRHWVS KHAQDFELNNELKMN 
VLNLLEEVLRDPDLLPQERKAAANILMALSQDDQDDI 
HLKLEDI IQMTDCMKAECFESLSAMEIiAEQITLLDHV 
IFRSIPYEEFLGQGWMKLDKNERTPYIMKTSQHFNDM 
SNLVAS Q I MNYADVS S RANAI E KWVAVAD I CRCLHNY 
NGVLE I TSALNRSAI YRLKKTWAKVS KQTKALMDKLQ 
KTVSSEGRFKNLRETLKNCNPPAVPYLGMYLTDLAFI 
EEGTPNFTEEGLVNFSKMRMISHIIREIRQFQQTSYR 
I DHQPKVAQ YLLDKDLI I DEDTLYELSLKI E PRLPA 


2252 


A 

) 


1 


4602 


ASGNLDKNARFSAIYRQDSNKLSNDDMLKLLADFRKP 
EKMAKLPVILGNLDITIDNVSSDFPNYVNSSYIPTKQ 
FETCSKTPITFEVEEFVPCIPKHTQPYTIYTNHLYVY 
PKYLKYDSQKSFAKARNIAICIEFKDSDEEDSQPLKC 
I YGRPGGPVFTRS AFAAVLHHHQNPE FYDE I KI EL PT 
QLHEKHHLLLTFFHVSCDNSSKGSTKKRDWETQVGY 
SWLPLLKDGRWTSEQHI PVSANLPSGYLGYQELGMG 
RHYGPEIKWVDGGKPLLKI STHLVSTVYTQDQHLHNF 
FQ YCQKTE S GAQALGNE LVKYL KS LHAMEGHVM I AFL 
PT I LNQL FRVLTRATQE E VAVNVTRVI I H WAQ CHE E 
GLESHLRSYVKYAYKAEPYVASEYKTVHEELTKSMTT 
ILKPSADFLTSNKLLKYSWFFFDVLIKSMAQHLIENS 
KVKLLRNQRFPASYHHAVETWNMLMPHITQKFRDNP 
EAS KNANHS LAVF I KRC FT FMDRGF VFKQ INN Y I S C F 
APGDPKTLFEYKFEFLRWCNHEHYIPLNLPMPFGKG 
RIQRYQDLQLDYSLTDEFCRNHFLVGLLLREVGTALQ 
EFREVRLI AI S VLKNLLI KHS FDDRYASRSHQARI AT 
LYLPLFGLLI ENVQR I NVRD V S P F P VNAGMT VKDE S L 
ALPAVNPLVTPQKGSTLDNSLHKDLLGAI SGI AS PYT 
TSTPNINSVRNADSRGSLISTDSGNSLPERNSEKSNS 
LDKHQQSSTLGNSWRCDKLDQSEIKSLLMCFLYILK 
SMSDDALFTYWNKASTSELMDFFTISEVCLHQFQYMG 
KRYIARTGMMHARLQQLGSLDNSLTFNHSYGHSDADV 
LHQSLLEANIATEVCLTALDTLSLFTLAFKNQLLADH 
GHNPLMKKVFDVYLC FLQKHQ S ETALKNVFTALRS L I 
YKFPSTFYEGRADMCAALCYE I LKCCNSKLSS I RTEA 
SQLLYFLMRNNFDYTGKKSFVRTHLQVI I SVSQLI AD 
WGIGGTRFQQSLSIINNCANSDRLIKHTSFSSDVKD 
LTKRIRTVLMATAQMKEHENDPEMLVDLQYSLAKSYA 
STPELRKTWLDSMARIHVKNGDLSEAAMCYVHVTALV 
AEYLTRKEAVQWEPPLLPHSHSACLRRSRGGVFRQGC 
TAFRVITPNIDEEASMMEDVGMQDVHFNEDVLMELLE 
QCADGLWKAERYELIADI YKLI I PI YE KRRDFERLAH 
L YDTLHRAY S KVTE VMH S GRRLLGT Y FR VAF FGQ AAQ 
YQFTDSETDVEGFFEDEDGKEYIYKEPKLTPLSEISQ 
RLLKLYSDKFGSENVKMIQDSGKVNPKDLDSKYAYIQ 
VTHVIPFFDEKELQERKTEFERSHNIRRFMFEMPFTQ 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X—TJnknown, *=Stop codon, 
/=possible nucleotide deletion,=possibIe nucleotide 
insertion) 










TGKRQGGVEEQC KRRT I LTAI H C F PYVKKRI PVMYQH 
HTDLNPIEVAIDEMSKKVAELRQLCSSAEVDMIKLQL 
KLQGSVSVQWAGPLAYARAFLDDTNTKRYPDNKVKL 
LKEVFRQFVEACGQALAVNERLIKEDQLEYQEEMKAN 
YREMAKELSEIMHEQLG 


2253 


A 


1 


782 


MRMEAGEAAPPAGAGGRAAGGWGKWVRLNVGGTVFLT 
TRQTLCREQKSFLSRLCQGEELQSDRDETGAYLIDRD 
PTYFGPILNFLRHGKXiVLDKDMAEEGVLEEAEFYNIG 
PLIRIIKDRMEEKDYTVTQVPPKHVYRVLQCQEEELT 
QMVSTMSDGWRFEQLVNIGSSYNYGSEDQAEFLCWS 
KELHSTPNGLSSESSRKTKSTEEQLEEQQQQEEEVEE 
VEVEQVQVEADAQEK/CCYKPEAPGCEAPDHLQGLGV 
PI 


2254 


A 


2407 


2216 


SGCVEMLYSHSLEYNPEWISVQSAVAPAQLALNSDGD 
L * LHS GERTRRD * QL PE AGGPGLQE PLQLGELD ITSD 
E F I LDE VDG \ VDLRHYS KQVELELQQI EQKS I RD YI Q 
ESENIASLHNQITACDAVLERMEQMLGAFQSDLSSIS 
SEIRTLQEQSGAMNIRLRNRQAVRGKLGELVDGLWP 
SALVTAILEAPVTEPRFLEQLQELDAKAAAVREQEAR 
GT AAC AD VRGVLDRLRVKAVTKI REFILQKIYS FRKP 
MTNYQIPQTALLKYRFFYQFLLGNERATAKEIRDEYV 
ETLSKIYLSYYRSYLGRLMKVQYEEVAEKDDLMGVED 
TAKKGFFSKPSLRSRNTIFTLGTRGSVISPTELEAPI 
LVPHTAQRGEQRYPFEALFRSQHYALLDNSCREYLFI 
CEFFWSGPAAHDLFHAVMGRTLSMTLKHLDSYLADC 
YDAIAVFLCIHIVLRFRNIAAKRDVPALDRYWEQVLA 
LLWPRFELILEMNVQSVRSTDPQRLGGLDTRPHYITR 
RYAEFSSALVS INQTI PNERTMQLLGQLQVEVENFVL 
RVAAEFS SRKEQLVFLINNYDMMLGVLM\ E * ERAADD 
SKEVESFQQLLNARTQEFIEELLSPPFGGLVAFVKEA 
EALIERGQAERLRGEEARVTQLIRGFGSSWKSSVESL 
SQDYMRS FTNFRNGTS I I QGALTQLI Q\ L YHRFHRV\ 
LSQPQLRALPARAELINIHHLMVELKKHKPNF 


2255 


A 


1205 


462 


ASITVSSGRIPTSLSVGPPGAPLHRPQKPREGAWDME 
DVAPTGVRQAFSELPFPSHVLPEPGFPDTDPSQVYSP 
GLPPAPAQPSSIPPCALVSQPTVQFILQGSLPLVGCG 
AAQTLAPVPAALTPASEPASQATAASNSEEKTPAPRL 
AAEKTKKEEYMKKLHMQERAVEEVKLAIKPFYQKREV 
TKEEYKDI LRKAVQKI CHS KSGEINPVKVANLVKAYV 
DKYRHMRRHKKPEAGEEPPTQGAEG 


2256 


A 


1205 


462 


ASITVSSGRIPTSLSVGPPGAPLHRPQKPREGAWDME 
DVAPTGVRQAFSELPFPSHVLPEPGFPDTDPSQVYSP 
GL P PAP AQ PSSI PPCALVS Q PT VQ F I LQGS LPLVGCG 
AAQTLAPVPAALTPASEPASQATAASNSEEKTPAPRL 
AAE KTKKE E YMKKLHMQERAVE EVKLAI KP F YQ KREV 
TKEEYKIDI LRKAVQKI CHS KSGEINPVKVANLVKAYV 
DKYRHMRRHKKPEAGEEPPTQGAEG 


2257 


A 


901 


521 


FFFGNGVSPCRQAGV*WHDLDSLQNLPPGFKRFSYLS 
LPSSW\ DYRHVLPRQANFC I F / M * RRGF TML ARMVS I 
S * PRDLPALASQSAGI TGVSHHAPPQMDFTFALLCFA 



WO 2004/080148 



PCT/US2003/030720 



649 
TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possible nucleotide deletion,=possible nucleotide 
insertion) 










LKGCLPRQKEGGTLNLI 


2258 


A 


186 


1338 


TRMSRHEGVSCDACLKGNFRGRRYKCLICYDYDLCAS 
C YE SGATTTRHTTDHPMQ C I LTRVDFDL YYGGE AFS V 
EQPQSFTCPYCGKMGYTETSLQEHVTSEHAETSTEVI 
C P I CAAL PGGD PNHVTDD FAAHLTLEHRAPRDLDE S S 
GVRHVRRMFHPGRGLGGPRARRSNMHFTS S STGGLS S 
SQSSYSPSNREAMDPIAELLSQLSGVRRSAGGQLNSS 
GPSASQLQQLQMQLQLERQHAQAARQQLETARNATRR 
TNTSSVTTTITQSTATTNIANTESSQQTLQNSQFLLT 
RLNDPKMSETERQSMESERADRSLFVQELLLSTLVRE 
ESSSSDEDDRGEMADFGAMGCVDIMPLDVALENLNLK 
ESNKGNEPPPPPL 


2259 


A 


1157 


481 


SWPGQAE PS EREF WREAAETRGSEVFE IMNPVYS PG 
S SGVPYANAKGI GYPAGFPMGYAAAAPAYS PNMYPGA 
NPTFQTGYTPGTPYKVSCSPTSGAVPPYSSSPNPYQT 
AV YP VRS AY PQQ S P YAQQGT Y YTQ PL YAAP PH V I HHT 
TWQPNGMPATVYPAPI PPPRGNGVTMGMVAGTTMAM 
SAGTLLTAHSPTPVAPHPVTVPTYRA\QGTPTYSYVP 
PQW 


2260 


A 


33 


563 


MVLSVPVI ALGATLGTATS I LALCGVTCLCRHMHPKK 
GLLPRDQDPDLEKAKPSLLGSAQRFNVKKSTEPVQPR 
ALLKFPDIYGPRPAVTAPEVINYADYSLRSTEEPTAP 
AS PQ P PND S RLKRQ VTE E LF I L PQNG WED VC VME T W 
NPQKAGSWNQAPKLHYCLDYDCHKAECL* 


2261 


A 


6120 


2968 


HPSPGFDRVRAAMDPNTI lEALRGTMDPALREAAERQ 

LNE AHKS LN F VS TLLQ I TM S E QLD L P VRQ AGVI YLKN 

MITQYWPDRETAPGDISPYTIPEEDRHCIRENIVEAI 

IHSPELIRVQLTTCIHHIIKHDYPSRWTAIVDKIGFY 

LQSDNS ACWLGI LLCL YQLVKNYE YKKPEERS PLVAA 

MQHFLPVLKDRFIQLLSDQSDQSVLIQKQIFKIFYAL 

VQYTLPLEL INQQNLTE WI E I LKTWNRDVPNE TLQV 

EEDDRPELPWWKCKKWALHILARLFERYGSPGNVSKE 

YNEFAEVFLKAFAVGVQQVLLKVLYQYKEKQYMAPRV 

LQQTLNYINQGVSHALTWKNLKPHIQGIIQDVIFPLM 

C YTDADEE LWQEDP YEYI RMKFDVFEDF I S PTTAAQT 

LLFTACSKRKEVLQKTMGFCYQ I LTEPNADPRKKDGA 

LHMIGSLAEILLKKKI\YKDQMEYMLPESMYSPLF\S 

SELG\YMRARACWVLHYFCEVKFKSDQNLQTALELTR 

RCLIDDREMPVKVEAAIALQVLISNQEKAKEYITPFI 

RPVMQALLHIIRETENDDLTNVIQKMICEYSEEVTPI 

AVEMTQHLAMTFNQVIQTGPDEEGSDDKAVTAMGILN 

T IDTLLSWEDHKE ITQQLEGI CLQVI GTVLQQHVLE 

FYEEIFSLAHSLTCQQVSPQMWQLLPLVFEVFQQDGF 

DYFTDMMPLLHNYVTVDTDTLLSDTKYLEMIYSMCKK 

VLTGVAGEDAE CHAAKLLEVI I LQCKGRG IDQCIPLF 

VEAALERLTREVKTSEL * TMGLQVAI AALHYNAYLLL 

NTLENLHFPNNVEPVTNHFI / QWLNDVDCFLGLHDRR 

MC VL S LC AL I DME Q I PQGLNQ VS GQ I L P AF I LL FNGL 

KRAYACHAEHENDSDDDDEAEDDDETEELGSDEDDID 

EDGQE YLEI LAKQAGEDGDDEDWEEDDAEETALEGYS 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 

ending 

nucleotide 

location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X—Unknown, *=Stop codon, 
/^possible nucleotide deletion^possible nucleotide 
insertion) 










T I I DDEDMP VDE YQ I F KAI FQTI QNRNP VWYQALTHG 
LNEE QRKQLQD I ATLADQRRAAHE S KM I E KHGGYKF S 
AP \ WPS S FNFGGPAPGMN 


2262 


A 


13 


2237 


AEGCAERRGTE PVVEL SMS WE SGAGPGLGSQGMDLVW 
S AW YGKC VKGKGS L PL SAHG I WAWL S RAEWDQVTVY 
LF CDDHKLQR YALNRI T VWR S RS GNE L PL AVAS TADL 
I RCKLLDVTGGLGTDELRLL YGMALVRF VNL I S ERKT 
KFAKVPLKCLAQEVNIPDWIVDLRHELTHKKMPHIND 
CRRGCYFVLDWLQKTYWCRQLENSLRETWELEEFREG 
IEEEDQEEDKNIWDDITEQKPEPQDDGKSTESDVKA 
DGDSKGSEEVDSHCKKALSHKELYERARELLVSYEEE 
QFTVLEKFRYLPKAIKAWNNPSPRVECVLAELKGVTC 
ENRE AVLDA F LDDGFLVP T F E QL AALQ I E YE EN VDLN 
DVLVPKPFSQFWQPLLRGLHSQNFTQALLERMLSELP 
ALGISGIRPTYILRWTVELIVANTKTGRNARRFSAGQ 
WEARRGWRLFNCSASLDWPRMVESCLGSPCWASPQLL 
RI I F \ KAMGQGLQDE \ EQEKLLRI CS I YTQS GENSLV 
QEGSEASPIGKS PYTLDSLYWSVKPASSSFGSEAKAQ 
QQEEQGSVNDVKEEEKEEKEVLPDQVEEEEENDDQEE 
EEEDEDDEDDEEEDRMEVGPFSTGQESPTAENARLLA 
QKRGALQGSAWQVSSEDVRWDTFP\LGRMPRSRPRTP 
AELMLENYDTHVI FWTKPVL\EQRLEPSTCK\TDTLG 
L\ SCGVGS \ GNCSNS S SSNFRGAFLLEARGSLH\GL\ 
KTGLQLF 


2263 


A 


1 


528 


LGNTVLHYCSMYSKPECLKLLLRSKPTVDIVNQAGET 
ALDIAKRLKATQCEDLLSQAKSGKFNPHVHVEYEWNL 
RQEEIDESDDDLDDKPS PVKKERS PRPQS FCHS SSIS 
PQDKLALPGFSTPRDKQRLS YGAFTNQI FVS TSTDS P 
TSPTTEAPPLPPRNAGKGPTGPPITPHR 


2264 


A 


422 


2 


APGAS VGRAQAAEG* RGGPTGRPPSALGVS / EAGRAG 
RAGEGRPVP PAYPLCKSAQTSGPPKARLS \ PPLASCG 
GRGP PGGAACATCAP PAG PARS SRCRRRS PPE * GPR* 
PSRPARPS PGSAASRRQKLTPCRCQFRGLCA 


2265 


A 


1 


1742 


VSAVEFVLHGKDFQVDCKASGSPVP*ISWSLLDGTMI 
NNAMQADDSGHRTRRYTLFNNGTLYFNKVGVAEEGDY 
TCYAQNTLGKDEMKVHLTVITAAPRIRQSNKTNKRIK 
AGDTAVLDCEVTGDPKPKI FWLLPSNDMI SFSI DRYT 
FHANGSLTINKVKLLDSGEYVCVARNPSGDDTKMYKL 
DWS KP PL I NGL YTNRT VI KATAVRHS KKHF D CRAEG 
TPS PE VMWI MPDNI FLTAP Y YGSR I TVHKNGTLE I RN 
VRLSDSADF I CVARNEGGE SVLWQLEVLEMLRRPTF 
RNPFNEKIVAQLGKSTALNCSVDGNPPPEIIWILPNG 
TRFSNGPQS YQ YL I ASNGS F 1 1 S KTTREDAGKYRC AA 
RNKVGYI EKLVI LE I GQKPVI LT YAPGTVKGI S GE SL 
SLHCVSDGIPKPNIKWTMPSGYWDRPQINGKYILHD 
NGTLVI KEATAYDRGNY I C KAQN S VGHTL I TVPVM I V 
AYPPRITNRPPRSIVTRTGAAFQLHCVALGVPKPEIT 
WEMPDHSLLSTASKERTHGSEQLHLQGTLVIQNPQTS 
DSGIYKCTAKNPLGSDYAATYIQVI 


2266 


A 


2334 


68 


RWHQAPGP VRQRP PDDLQ PGPGL \ WM PGPARMTTE S A 
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OTP f~\ 

SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Un known, *=Stop codon, 
/=possible nucleotide deletion,=possibIe nucleotide 
insertion) 










GQKIKELLSGIGNISERVSFLKK/RG- PAEQGTDKPQ 

RGHERE\RAL\RQAARAPDPSPAPPAPPGAACRHRMC 

SWPPAC*RTAAASAWTRGGPCASRCSPAPVLSTWTRP 

APPSPTPSPWTS SAPVLGGR * R YPWALVRTAGS TCP* 

PCPA\PVLQSQGGGGRGPCPLRL*G/PPFWMSAPPTS 

CPSKR\GLPAPEQAHSGHAAVSALPWPGPATHTGPLP 

TRPHPRPWGHFSGNLSGAWQPASRTRLPAGRVPAPIC 

GPHQGVGGA/ GSE LP * RTATQACP CAVP PC S GS LLRM 

LLWT S * GPEH YLP SR \ DGP * WRQRS PHRPRG / VP * PT 

CAQQGPSRPWRFKWKAP\SGRHLQGAPCRCRAHADDG 

DRAGRPGLQRS * SPCAVPPPDPRQPRDTAAGGADPAR 

PALHGG*GQLLCHRPEAATGVPAAAPPQPHPAVTRRA 

CPWALATLPASVTAPPGLMG*RETELAWPEPSGKVGP 

GHVGAERS * KCLEAVEHKADSDWEQPRRALNLAGRSF 

ASSAGVSPSLTAAAAPAL/GLPHCWAAFPPPQQPLRP 

GGSAGHSGPGGP\GNRISGVWTWGEFVTVAATPPGAP 

AAPLGGTTRCPTVPLSHCSH\CPAAHSGTPR\WRVLP 

ETKAQNSMQGAPASARGLVPHQGRASGWPVAGMLNN* 

VPPAGAVPSTVHYFQGHSG\GAVAGGGP*APAPSLLP 

QPG\HGPPPGAGVFIWGGCSRRSRCRHCPR 


2267 


A 


29 


175 


KSRPGTVAHACNPSTLGSRGGRIIPAQEFKTSLGNTV 
SE\PCLYLRKNN 


2268 


A 


29 


175 


KSRPGTVAHACNPSTLGSRGGRIIPAQEFKTSLGNTV 
SE \ PCLYLRKNN 


2269 


A 

< 


961 


365 


PRVRLNGCGRLAALGRGLKSFLRGTSLCEEIMSLALR 
SELWDKTKRKKRRELSEEQKQEIKDAFELFDTDKDE 
AI DYHELKVAMRALGFDVKKADVLKI LKDYDREATGK 
I TFEDFNE WTDWI LERDPHEE I LKAFKLFDDDDSGK 
ISLRNLRRVARELGENMSDEELRAMIEEFDKDGDGEI 
NQEEFIAIMTGDI 


2270 


A 


131 


1567 


NKLVTERQILGDPTYMRQADGRKVLRSSIREFLCSEA 
MFHLGVPTTRAGAC VTS E S T WRDVF YD&LD PLRFLS 
LQMS TQGVQAPAW/ RRND I RVQLLD YVI SSFYPEIQA 
AHASD S VQRNAAF FRE VTRRT ARMVAE WQC VGF CHG V 
LNTDNMSILGLTIDYGPFGFLDRYDPDHVCNASDNTG 
R YAYS KQ PE VCRWNLRKL AE ALQ PEL PLE LGE A I LAE 
EFDAEFQRHYLQKMRRKLGLVQVELEEDGALVSKLLE 
TMHLTGAD FTNTF YLL S S F PVELE S PGLAE FLARLME 
QCASLEELRLAFRPQMDPRQLSMMLMLAQSNPQLFAL 
MGTRAGIARELERVEQQSRLEQLSAAELQSRNQGHWA 
DWLQAYRARLDKDLEGAGDAAAWQAEHVRVMHANNPK 
YVLRNYIAQNAIEAAERGDFSEVRRVLKLLETPYHCE 
AGAATDAEATEADGADGRQRSYSSKPPLWAAELCVT* 
SSFYPEI QAAHASD S VQRNAAF FRE VTRRTARMVAEW 
QCVGFCHGVLNTDNMSILGLTIDYGPFGFLDRYDPDH 
VCNASDNTGRYAYSKQPEVCRWNLRKLAEALQPELPL 
ELGEAILAEEFDAEFQRHYLQKMRRKLGLVQVELEED 
GALVS KLLE TMHLTGADFTNTFYLLS S F PVELE S PGL 
AE FLARLME Q CAS LEELRLAFRPQMDPRQLSMMLML A 
QSNPQLFALMGTRAGIARELERVEQQSRLEQLSAAEL 
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ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 

» 

acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










QSRNQGHWADWLQAYRARLDKDLEGAGDAAAWQAEHV 
RVMHANNPKYVLRNYI AQNAI EAAERGDFSEVRRVLK 
LLETPYHCEAGAATDAEATEADGADGRQRSYSSKPPL 

WAAELCVT 


2271 


A 


131 


1567 


NKLVTERQILGDPTYMRQADGRKVLRSSIREFLCSEA 
MFHLGVPTTRAGAC VTS E S T WRDVF YDGLDPLRFLS 
LQMSTQGVQAPAW/RRND I RVQLLDYVI S S F YPE I QA 
AHASDSVQRNAAFFREVTRRTARMVAEWQCVGFCHGV 
LNTDNMSILGLTIDYGPFGFLDRYDPDHVCNASDNTG 
RYAYSKQPEVCRWNLRKLAEALQPELPLELGEAILAE 
E FDAE FQRH YLQ KMRRKLGL VQ VE LE EDGAL VS KLLE 
TMHLTGADFTNT F YLL SSF PVELE S PGLAE FLARLME 
QCASLEELRLAFRPQMDPRQLSMMLMLAQSNPQLFAL 
MGTRAGIARELERVEQQSRLEQLSAAELQSRNQGHWA 
DWLQAYRARLDKDLEGAGDAAAWQAEHVRVMHANNPK 
YVLRNY I AQNAI E AAERGD F S E VRRVLKLLE T P YHCE 
AGAATDAEATEADGADGRQRSYSSKPPLWAAELCVT* 
S S F Y PE I QAAHASD S VQRNAAF FRE VTRRTARMVAEW 
QCVGFCHGVLNTDNMSILGLTIDYGPFGFLDRYDPDH 
VCNASDNTGRYAYSKQPEVCRWNLRKLAEALQPELPL 
ELGEAILAEEFDAEFQRHYLQKMRRKLGLVQVELEED 
GALVS KLLE TMHLTGADFTNTF YLLS S F PVELE S PGL 
AE FLARLME QCASLEELRLAFRPQMDPRQLSMMLMLA 
QSNPQLFALMGTRAGIARELERVEQQSRLEQLSAAEL 
QSRNQGHWADWLQAYRARLDKDLEGAGDAAAWQAEHV 
RVMHANNPKYVLRNYI AQNAI EAAERGDFSEVRRVLK 
LLETPYHCEAGAATDAEATEADGADGRQRSYSSKPPL 

WAAELCVT 


2272 


A 


53 


439 


FFLPLLI I I YC YI F I FRAMRETGRALQTFGACKGNGE 
SLWQRQRLQSECKMAKIMLLVILLFVLSWAPYSAVAL 
VAFAGYAHVLT P YMS S VPAVI AKAS AI HNPII YAI TH 
PKYRVAIAQHLPCLGVLL 


2273 


A 


9 


410 


MTTT F P PRKMVAQFLLVAGNVANI TTVS LWE E F S S S D 
LADLRFLDM S QNQFQ YL PDGF LRKM P S LS HLNLHQNC 
LMTLHIREHEPPGALTELDLSHNQLSELHLAPGLASC 
LGSLRLFNLSSNQLLGVPPGPLY 


2274 


A 


73 


489 


FLLLRS AS PEHTCVKS KTLDPMVI FFTSGTTGF PKMA 
KHSHGLALQPSFPGSRKLRSLKTSDVSWCLSDSGWIV 
AT I WTLVE PWTAGC T VF IHHLPQFDTKVI IQTLVKYP 
INHFWGVSSIYRMILQQDFTSIRFPALE 


2275 


A 


3 


1238 


LTKMHLTENPHPQVTHVSSSQSGCSIASDSGSSSLSD 
IYQATESEVGDVDLTRLPEGPVDSEDDEEEDEEIDRT 
DPLQGRDLVRECLEKEPADKTDDDIEQLLEFMHQLPA 
FANMTMSVRRELCSVMIFEWEQAGAIILEDGQELDS 
WYVI LNGTVE I SHPDGKVENL FMGNS FGIT PTLDKQY 
MHGIVRTKVDDCQFVCIAQQDYWRILNHVEKNTHKVE 
EEGEIVMVHEHRELDRSGTRKGHIVIKATPERLIMHL 
IEEHSIVDPTYIEDFLLTYRTFLESPLDVGIKLLEWF 
KIDSLRDKVTRIVLLWVNNHFNDFEGDPAMTRFLEEF 
E KNLEDTKMNGHLRLLNI AC AAKAKWRQVVLQI<AS RE 
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ID 
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Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
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Predicted 
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peptide 

sequence 


Ammo acid sequence (A— Unknown, — otop coaon, 
/=possible nucleotide deletion^possible nucleotide 
insertion) 










SPLQFSLNGGSEKGFGIFVEGVEPGSKAADSGLKRGD 
QIMEV 


2276 


A 


3 


1238 


LTKMHLTENPHPQVTHVSSSQSGCSIASDSGSSSLSD 
IYQATESEVGDVDLTRLPEGPVDSEDDEEEDEEIDRT 
DPLQGRDLVRECLEKEPADKTDDDIEQLLEFMHQLPA 
FANMTMSVRRELCSVMIFEWEQAGAIILEDGQELDS 
WYVILNGTVEISHPDGKVENLFMGNSFGITPTLDKQY 
MHGI VRTKVDDCQ F VC IAQQDYWR I LNHVE KNTHKVE 
EEGE I VMVHEHRELDRSGTRKGHI VI KATPERL IMHL 
IEEHSIVDPTYIEDFLLTYRTFLESPLDVGIKLLEWF 
KIDSLRDKVTRIVLLWVNNHFNDFEGDPAMTRFLEEF 
EKNLEDTKMNGHLRLLNIACAAKAKWRQWLQKASRE 
SPLQFSLNGGSEKGFGIFVEGVEPGSKAADSGLKRGD 

QIMEV 


2277 


A 


1 


794 


FRGFLDRGDCAALPCTYPHS PCSH* GGNCLPSLLTRP 
CVKA*PQMSGRKSSMRRWRRQSRLTAGTSS*TPTSST 
MC * ALVGS S TWNCMLQAGS TAPGAGT PGSRPTWS S S S 
TCSWTAPSGRARCACAS S S S CAMSAARRGWTS PACWR 
RTSRAWWTTS S PACAS S ATAS VAASTAS TWPAARTTG 
GTAE S S ARPARRAS CTGS PARS CWRRRRPPTPS POKP 
APPSRRTRRAQAGTSALSPGACFGPRSCC*SSTCSSL 

SVAPY 


2278 


A 


269 


832 


MGSSRLAALLLPLLLIVIDLSDSAGIGFRHLPHWNTR 
CPLASHTDDSFTGSSAYIPCRTWWALFSTKPWCVRVW 
HCSRCLCQHLLSGGSGLQRGLFHLLVQKSKKSSTFKF 
YRRHKMPAPAQRKLLPRRHLS EKSHHI S I PS PDIbHK 
GLRSKRTPPFGSRDMGKAFPKWDSPTPGGDRPSSFEL 

LP* 


2279 


A 


269 


832 


MGSSRLAALLLPLLLIVIDLSDSAGIGFRHLPHWNTR 

-mm mm*. __. _. ^ . fm. ~. | mm— -mm j-mt f-» mm. mm — ■■— ~ /^"[-J rT _ JT'."Tl*.*T 7\ T Tit fl T1 T|F T jT T 7 L) ^ 7TaT 

CPLASHTDDSFTGSSAYIPCRTWWALFSTKPWLVKVW 
HCSRCLCQHLLSGGSGLQRGLFHLLVQKSKKSSTFKF 
YRRHKMPAPAQRKLLPRRHLSEKSHHI SIPSPDI SHK 
GLRSKRTPPFGSRDMGKAFPKWDSPTPGGDRLPSSFEL 

LP* 


2280 


A 


2 


381 


VLPTAQGKLYQDDLKVNPANVSHLVSPFTWQGPGGHL 
KAPQWTTSSLFPFQIRNVGTGLCADTKHGALGSPLRL 
EGC VRG\ RGE AAWNNMQVRAAPQGLAARF SETSAAWG 
ADTASWEGEAWVSDK 


2281 


A 


1 


993 


MRDLFGTRLRRAEDVF PPVI GVAAHKGGV YKT S V S VH 
LAQDLALKGLRVLLVEGNDPQGTASMYHGWVPDLHIH 

AEDTLLPF YLGEKDDVTYAI KPTCWPGLDI I PS CLAL 
un t "ctttt .MriirTT'n'K'rc'K'T .PTDPNT iMT iR T i AT ETVAHD YDV 
IVIDSAPNLGIGTINWCAADVLIVPTPAELFDYTSA 
LQFFDMLRDLLKNVDLKGFE PDDLKKS FKS PE PRLFT 
PEEFFRI FNRS IDAFKDFWASETSDCWS STLSPEK 
VLRASWKRD SDNSLKSLS PTQ I RLGEVLTPVMS AFWE 
AEVWNSGDSDDMALDFDCTSSEVDAESTNRKVLRP 


2282 


A 


3 


582 


SLYQFSWETAGPGTLVGRLRAQDPDLGDNALMAYSI 
LDGEGSEAF S I STDLQGRDGLLTVRKPLDFE SQRS YS 
FRVE ATNTL I D PAY"LRRGPF KDVAS VRVAVQDAPE P P 
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ID 


Method 
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beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










AFTQAAYHLTVPENKAPGTLVGQ I S AADLDS PAS P I R 
YSILPHSDPERCFSIQPEEGTIHTAAPLDREARAWHN 

LTVLATEL 


2283 


A 


3 


582 


SLYQFSWETAGPGTLVGRLRAQDPDLGDNALMAYSI 
LDGEGSEAFSISTDLQGRDGLLTVRKPLDFESQRSYS 
FRVE ATNTL I D PAYLRRGPF KDVAS VRVAVQDAPE P P 
AFTQAAYHLTVPENKAPGTLVGQ I S AADLD S PAS P I R 
YSILPHSDPERCFSIQPEEGTI HT AAPLDRE ARAWHN 
LTVLATEL 


2284 


A 


1 


831 


KNVWKRWKKRFFVLVQVIQYTFAMCSYREKKAEPQEL 
LQLDGYTVDYTDPQPGLEGGRAFFNAVKEGDTVIFAS 
DDEQDRILWVQAMYRATGQSHKPVPPTQVQKLNAKGG 
NVPQLDAPI SQF YADRAQKHGMDEFI SSNPCNFDHAS 
LFEMVQRLTLDHRLNDSYSCLGWFSPGQVFVLDEYCA 
RNGVRGCHRHLCYLRDLLERAENGAMIDPTLXHYSFA 
FCASHVHGNRPDGIGNC*LLKKRNVF*RKSKEEXSXV 
LLRKI RLQHFRXLLF PFG 


2285 


A 


140 


445 


MQPSGLEGPGTFGRWPLLSLLLLLLLLQPVTCAYTTP 
GPPRALTTLGAPRAHTMPGTYAPSTTLSSPSTQGLQE 
OARALMRDF PLVDGHNDLPLVLRQVYHN 


2286 


A 


294 


1568 


MSLTIWTVCGVLSLFGALSYAELGTTIKKSGGHYTYI 
LEVFGPLPAFVRVWVELLI IRPAATAVI SLAFGRYIL 
EPFFIQCEIPELAIKLITAVGITWMVLNSMSVSWSA 
RIQIFLTFCKLTAILIIIVPGVMQLIKGQTQNFKDAF 
SGRDS S I TRLPLAFYYGMYAYAGWFYLNFVTEE VENP 
EKTIPLAICISMAIVTIGYVLTNVAYFTTINAEELLL 
SNAVAVTFSERLLGNFSLAVPIFVALSCFGSMNGGVF 
AVSRLFYVASREGHLPEILSMIHVRKHTPLPAVIVLH 
PLTMIMLFSGDLDSLLNFLSFARWLFIGLAVAGLIYL 
RYKCPDMHRPFKVPLFIPALFSFTCLFMVALSLYSnP 
FSTGIGFVI TLTGVPAYYLFIIWDKKPRWFRIMSEKI 
TRTLQI I LE WPEEDKL * 


2287 


A 


3397 


630 


SPGGRTPAARDSWREVIQNSKEVSIVYWQEKNCCAS 
SAVRCKLSRRGDGQA*C*EINQ\NLAEEAGLNITH\l 

CLA\ PDSSEAEI ideilkinedtrvhglalqi SENLF 

snkvlnalkpekdvdgvtdinlgklvrgdahecfvsp 
vakavielleksgvnldgkkilwgahgsleaalqcl 
fqrkgsmtmsiqwktrqlqsklheadiwlgspkpee 
ipltwiqpgttvlncshdflsgkvgcgsprihfggli 
eeddvillaaalriqnmvssgrrwlreqqhrrwrlhc 
lklq plspvpsdiei srgqtp kavdvlake i gllade 

IEIYGKSKAKVRLSVLERLKDQADGKYVLVAG1 JL PIP 
LGEGKS TVT I GLVQALTAHLN VNS FACLRQ PS QGPTF 
GVKGGAAGGGYAQVI PME E FNLHLTGD I HAI TAANNL 
LAAAI DTRI LHENTQTDKAL YNRLVPLVNGVRE FSEI 
QLARLKKLGINKTDPSTLTEEEVSKFARLDIDPSTIT 
WQRVLDTNDRFLRKI T I GQGNTE KGHYRQAQ FD I AVA 
S E IMAVLALTD S LADMKARLGRM WAS DKSGQ PVTAD 
DLGVTGALTVLMKDAIKPNLMQTLEGTPVFVHAGPFA 
MI AHGMS S VLADKI ALKLVGEEGFWTEAGFGADI GM 
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first amino 
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sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possible nucleotide deletion,=possible nucleotide 
insertion) 










EKFFNI KCRASGLVPNWVLVATVRALKMHGGGPSVT 
AGVPLKKEYTEENIQLVADGCCNLQKQIQITQLFGVP 
VVVALNVFKTDTRAE I DLVCELAKRAGAFDAVP C YHW 
SVGGKGSVDLARAVREAASKRSRFQFLYDVQVPIVDK 
IRTIAQAVYGAKDIELSPEAQAKIDRYTQQGFGNLPI 
CMAKTHLSLSHQPDKKGVPRDFILPISDVRASIGAGF 
IYPLVGTMSTMPGLPTRPCFYDIDLDTETEQVKGLF 


2288 


A 


474 


4247 


I I S I I STSNKI KMSEAPRFFVGPEDTEINPGNYRHFF 
HHADEDDEEEDDS PPERQI VVGI CSMAKKSQI PNPMK 
E I LERI SLFKYI TLWFEEEVI LNE PVENWPLCDCL I 
SFHS KGF PLDKAVAYAKLRN P F VI NDLNMQ YL I QDRR 
EVYS I LQAEGI LLPRYAI LNRDPNNPKECNLI EGEDH 
VEVNGEVFQKPFVEKPVSAEDHNVYIYYPTSAGGGSQ 
RLFRKIGSRSSVYSPESNVRKTGSYIYEEFMPTDGTD 
VKVYTVGPDYAHAEARKSPALDGKVERDSEGKEVRYP 
VILNAREKLIAWKVCLAFKQTVCGFDLLRANGQSYVC 
D VNGF S F VKNSMKY YDD C AKI LGNI VMRE L APQ FH I P 
WS I PLEAEDI PI VPTTSGTMMELRCVIAVIRHGDRTP 
KQKMKMEVRHQKFFDLFEKCDGYKSGKLKLKKPKQLQ 
EVLDIARQLLMELGQNNDSEIEENKPKLEQLKTVLEM 
YGHFSGINRKVQLTYLPHGCPKTSSEEEDSRREEPSL 
LLVLKWGGELTPAGRVQAEELGRAFRCMYPGGQGDYA 
GFPGCGLLRLHSTYRHDLKIYASDEGRVQMTAAAFAK 
GLLALEGELTPILVQMVKSANMNGLLDSDSDSLSSCQ 
QRVKARLHE I LQKDRD FTAED YE KLT PSGS I SL I KSM 
HLI KNPVKTCDKVYSLIQSLTSQIRHRMEDPKS SDIQ 
LYHSETLELMLRRWSKLEKDFKTKNGRYDI SKI PDIY 
DC I KYDVQHNGFLE I RKTQ WEL YRLS KALAD I VI PQE 
YGITKAEKLEIAKGYCTPLVRKIRSDLQRTQDDDTVN 
KLHPVYSRGVLS PERHVRTRLYFTSESHVHSLLS I LR 
YGAL CNE S KD E Q WKRAMD YLN WNE LN YMTQ I V I ML Y 
EDPNKDLSSEERFHVELHFSPGAKGCEEDKNLPSGYG 
YRPASRENEGRRPFKIDNDDEPHTSKRDEVDRAVILF 
KPMVS E P I H I HRKS PLPRS RKTATNDE ESPLSVSS PE 
GTGT WLHYT S GVGTGRRRRRS GEQ I T S S P VS PKS L AF 
TS S I FGSWQQWSENAN YLRT PRTLVEQKQNPTVGSH 
CAGLFSTSVLGGSSSAPNLQDYARTHRKKLTSSGCID 
DATRGSAVKRFYI SFARHPTNGFELYSMVPS I CPLET 
LHNALS LKQVDE FLAS IAS P S SDVPRKTAE I S S TALR 
SSP I MRKKVS LNTYT P AKI LPTP PATLKSTKAS S KPA 
TSGPS S AWPNTS SRKKNI TS KTETHEHKKNTGKKK 


2289 


A 


3 


552 


nmr\PT 7\ TrnrJCT TlMfC TT r PT< r X7T.2\'DT\.TT VCT^DT.Q'nT.DT.m^ 
£* J_L)JJili-LiA.l iivvolj JLMJi J. J_i X xv V J_i/\KJ.N J_i X olJJLJJuoi-'J-Jxr JUUxv 

LSEQKQKKHKGKGVGHEFQKVSVDKSFSRGWSRDQPG 
QAPMRQRSATTTGS PGTEKARS I VRQKTVD I DDAQ I L 
PRSTRVRHFSQSEETGNEVFGALNEEQPLPRSSSTSD 
I LE PFTVERAKGAVPVID SSS RHAPSLQS FTEAS S 


2290 


A 


3 


147 


QPLNHYF ICS SHNTYLVGDQLCGQS SVEGY IRCS GGR 
EGVQLMRGTM 


2291 


B 


1 


498 


MDLCQKNETDLENAENNEIQFTEETEPTYTCPDGKSE 
KNHVYCLLDVSDITLEQDEKAKEFIIGTGWEEAPPQR 
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S S PAVGLRQ PGLPGPHLLGPTGGRKGLGGTRHQGPEE 
EQRNAFGTAWTPETHPTRGHTGRTEAAVAGGDARPEG 

RLLGSRQLNRLPDAETQ 


2292 


A 


963 


5 


LDFLCHRDMGDNITSI IEE J_jJ_iljL=rl < Pv(jjir'K.xyi v i±jJ-ir 
FSLFYVFTLLGNGTILGLISLDSRLHAPMYFFLSHL\ 

AWD I AYACNT VPRMLVNLLHPAKPI S FAGRMMQTFL 
FSTFAVTECLLLWMSYDLYV\AICHPLRYLAIMTWR 
VCITLAVTSWTTGVLLSLIHLVLLLPLPFCRPQKIYH 

F F CE I LAVLKLACADTH I NENMVLAGAI S GLVGPLS T 
IWSYMCILCAILQIQSREVQRKAFCTCFSHLCVIGL 
FYGTAIIMYVGPRYGNPKEQKKYLLLFHSLFNPMLNP 
LICSLRNSEVKNTLKRVLGVERAL 


2293 


A 


1306 


158 


ISYCPKFPNRDQRDKDGDGVGDACDSCPDVSNPNQSD 
VDNDLVGDSCDTNQDSDGDGHQDSTDNCPTVINSAQL 

DTDKDGI GDECDDDUlJJMJJtjX irUJ_i v f f^fur* ^i\.-u v it-lm r- 
AQEDSNSDGVGDICESDFDQDQVIDRIDVCPENAEVT 
LTDFRAYQTWLDPEGDAQIDPNWWLNQGMEIVQTM 
NSDPGLAVGYTAF\NGVDFEGTFHVNTQTDDDYAGFI 
FGYQDS S S F YWMWKQTEQT YWQAT PFRAVAE PGIQL 
KAVKS KTGPGEHLRNS LWHTGDT S DQVRLLWKD SRNV 
GWKDKVSYRWFLQHRPQVGYIRVRFYEGSELVADSGV 
TIDTTMRGGRLGVFCFSQENIIWSNLKYRCNDTIPED 

FQEFQTQNFDRFDN 


2294 


A 


4701 


866 


DAPGRPPVRLPTMELEDGWYQEEPGGSGAVMSERVS 

GLAGSIYREFERLIVRYDEEWKELIPLWAVLENLD 

SVFAQDQEHQVELELLRDDNEQLITQYEREKALRKHA 

EEKFIEFEDSQEQEKKDLQTRVESLESQTRQLELiKAK 

NYADQI S ILEEREAELKKEYNALHQRHTEMIHNYMEH 

LERTKLHQLSGSDQLESTAHSRIRKERPI SLGI FPLP 

AGDGLLTPDAQKGGETPGSEQWKFQELSQPRSHTSLK 

DELSDVSQGGSKATTPASTANSDVATIPTDTPLKEEN 

EGFVKVTDAPNKSEISKHIEVQVAQETRNVSTGSAEN 

EEKSEVQAIIESTPELDMDKDLSGYKGSSTPTKGIEN 

KAFDRNTESLFEELSSAGSGLIGDVDEGADLLGMGRE 

VENLILENTQLLETKNALNIVKNDLIAKVDELTCEKD 

VLQGELEAVKQAKLKLEEKNRELEEELRKARAEAEDA 

RQKAKDDDDSDI PTAQRKRFTRVEMARVLMERNQYKE 

RLMELQEAVRWTEMIRASRENPAMQEKKRSSIWQFFS 

RLF S S S SNTTKKPE P PVNLKYNAPTSHVT P S VKKRS S 
TLSQLPGDKSKAFDFLSEETEASLASRREQKREQYRQ 
VKAHVQKEDGRVQAFGWSLPQKYKQVTNGQGENKMKN 
LPVPVYLRPLDKKDTSMKLWCAVGVNLSGGKTRDGGS 
WGASVFYKDVAGLDTEGSKQRSASQSSLDKLDQELK 
EQQKELKNQEELSSLVWI CTS THS ATKVLI IDAVQPG 
NILDSFTVCNSHVLCIASVPGARETDYPAGEDLSESG 
QVDKASLCGSMTSNSSAETDSLLGGITWGCSAEGVT 

GAAT SPSTNGAS PVMDKP PEMEAENS E VDENVP T AE E 
\ATEATEGNAGSAEDTV\DISQTGVYTEHVFTDPLG\ 
VQIPEDLSPVYQSSNDSDAYKDQISVLPNEQDLVREE 
AQKMS SLLPTMWLGAQNGCLYVHS S VAQWRKCLHS I K 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino aciu sequence (A-tinKnown, — »iop couuu, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










LKD S I LS I VHVKGI VLVALADGTLAI FHRGVDGQWDL 
SN YHLLDLGRPHHS I RCMTWHDKVWCGYRNKI YWQ 
PKAMKI EKS FD AH PRKES QVRQ L AWVGDGVWVS IRLD 
S TLRL YHAHT YQHLQD VD I E P Y VS KMLGTGKLGF S F V 
RI TALMVS CNRLWVGTGNGVI I S I PLTETVI LHQGRL 
LGLRANKT S GVPGNR PGS VI R VYGDENS DKVT PGT F I 
PYCSMAHAQLCFHGHRDAVKFFVAVPGQVI S PQS S S S 
GTDLTGDKGRGHLHRSLWRRP 


2295 


A 


1 


1668 


AAAAAAGAFAGRRAACGAVLLTELLERAAFYGI TSNL 
VLFLNGAPFCWEGAQASEALLLFMGLTYLGSPFGGWL 

ADARLGRARAI LL S L AL YLLGML AF PLL AAP ATRAAL 
CGSARLLNCTAPGPDAAARCCSPATFAGLVLVGLGVA 
TVKANI TPFGADQVKDRGPEATRRFFNWFYWS INLGA 
ILSLGGIAYIQQNVSFVTGYAIPTVCVGLAFWFLCG 
QSVFITKPPDGSAFTDMFKILTYSCCSQKRSGERQSN 
GEGIGVFQQSSKQSLFDSCKMSHGGPFTEEKVEDVKA 
LVKI VPVFLALI PYWTVYFQMQTTYVLQSLHLRI PE I 
SNITTTPHTLPAAWLTMFDAVLILLIilPLKDKLVDPI 
LRRHGLLPSSLKRIAVGMFFVMCSAFAAGILESKRLN 
LVKEKTINQTIGNWYHAADLSLWWQVPQYLLIGISE 
IFASIAGLEFAYSAAPKSMQSAIMGLFFFFSGVGSFV 
GSGLLALVSIKAIGWMSSHTDFGNINGL xIjJNI x x £ £ U±j 
AAIQGATLLLFLIISVKYDHHRDHQRSRANGVPTSRR 

A 


2296 


A 


132 


695 


TQRAATPLPNSPQEAAILGSRRNQAGRVREKVYRSLP 
GPAFLGESWKRLSVLQESFSHLTPRQSQMRKSDIFPK 
SLPSQFFGSFGKPVACVTCACSJ-t^iJlJi^-i , JL Jr'iiJN.iDJJX jj±j 
LVYRIDHYQQRLQALFFKKKFQERLAEAKPKVEGRAE 
GCRRLRVE S YL I M I LEKHF PD I LNMP S ELQHL PE AAK 
VK 


2297 


A 


5 


505 


C KKC Q KKF S S G YQL I LHHR VH V 1 ii K F x Ji L> Jx±l l_ jmn.pk 
SGYQLTLHQRFHTGEKPYECTECGKNFRSGYQLTVHQ 
RFHTGEKTYECTQCGKAFIYASHIAQHERIHTGGKPY 
ECQECGRAFSQGGHLRIHQRVHTGEKPYKCKECGKTF 

STRSXLVEHGRVHTDEKPY 


2298 


A 


102 


449 


PAPASGFTQTWGDACDPAAPQRPLEACFSVQSRTSSP 
MEPPIPQSAPLTPNSVMVQPLLDSRMSHSRLQHPLTI 
LPIDQVKTSHVENDYIDNPSLALTTGPKRTRGGAPEL 

APT PA 


2299 


A 


402 


2624 


MAE SRGRL YLWMCLAAAL AS FLMGFMVGWF IKPLKET 
TTSVRYHQSIRWKLVSEMKAENIKSFLRSFTKLPHLA 
r* t 1 !? mvTT?T .t , a w T nTnWK'K"PnT iD S AKLiVHYDVIjL S YPN 
ETNANYISIVDEHETEIFKTSYLEPPPDGYENVTNIV 
PPYNAFSAQGMPEGDLVYVNYARTEDFFKLEREMGIN 
CTGKIVIARYGKIFRGNKVKNAMLAGAIGIILYSDPA 
D Y F APE VQ P Y P KGWN L P GTAAQRGN VLNLNGAGD PLT 
PGYPAKEYTFRLDVEEGVGI PRI PVHPIGYNDAEILL 
RYLGGIAPPDKSWKGALNVSYSIGPGFTGSDSFRKVR 
MHVYNINKITRIYNWGTIRGSVEPDRYVILGGHRDS 
WVFGAIDPTSGVAVLQEIARSFGIOiMSKGWRPRRTII 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 

location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










FASWDAEEFGLLGSTEWAEEMVKILQERSIAYINSDS 
S I EGNYTLRVDCTPLLYQLVYKLTKE I PS PDDGFESK 
FLYESWVEKDPSPENKNLPRINKLGSGSDFEAYFQRL 
GIASGRARYTKNKKTDKYSSYPVYHTIYETFELVEKF 
YD PTF KKQL S VAQLRGALVYE LVD S KI I PFNIQDYAE 
ALKNYAAS I YNLSKKHDQQLTDHGVS FDSLFSAVKNF 
SEAASDFHKRLIQVDLNNPIAVRMMNDQLMLLERAFI 
DPLGLPGKLFYRHIIFAPSSHNKYAGESFPGIYDAIF 
D I ENKAN S RLAWKE VKKHI S I AAFTI QAAAGTLKE VL 


2300 


A 


74 


520 


PGVGP CL S VP PS APS LVFRS VAGGAGMAERGLE P S PA 
AVAAL P PE VRAQLAELELEL S EGD I TQKGYE KKRS KL 
LSPYSPQTQETDSAVQKELRNQTPAPSAAQTSAPSKY 
HRTRSGGARDERYRSGEEKLQNGQLNRFPNSSMNCVS 


2301 


A 


6256 


5813 


MALQLWALTLLGLLGAGASLRPRKLDFFRSEKELNHL 
AVDEASGWYLGAVNALYQLDAKLQLEQQVATGPVLD 
NKKCTP P I E AS Q CHE AEMTDN VNQLLL VD P PRKRLVE 
CGQLLKGILRSARPEQHLPPPVLRGRQRGEVFRGQQ* 


2302 


A 


402 


578 


MPTYWLANLRPGLQPFLLHFLLEWLAVFCCKIMVLAA 
AGLLPTLHMASFFSNALYNCFY 


2303 


A 


186 


1338 


TRMSRHEGVSCDACLKGNFRGRRYKCLICYDYDLCAS 
CYESGATTTRHTTDHPMQCILTRVDFDLYYGGEAFSV 
EQPQSFTCPYCGKMGYTETSLQEHVTSEHAETSTEVI 
CPICAALPGGDPNHVTDDFAAHLTLEHRAPRDLDESS 
GVRHVRRMFHPGRGLGGPRARRSNMHFTSSSTGGLSS 
SQSSYSPSNREAMDPIAELLSQLSGVRRSAGGQLNSS 
GPSASQLQQLQMQLQLERQHAQAARQQLETARNATRR 
TNTSSVTTTITQSTATTNIANTESSQQTLQNSQFLLT 
RLNDPKMSETERQSMESERADRSLFVQELLLSTLVRE 
ESS S SDEDDRGEMADFGAMGCVDIMPLDVALENLNLK 
ESNKGNEPPPPPL 


2304 


A 


126 


397 


PLTEDGSPGPPPEGFKDLRNQRPPPHTGPWRGPGPSG 
PPRSGQVPDNSTRCFLSDFWSPQGDQRPSCPYTGARP 

RQGAAQHLRCPSRRRR 


2305 


A 


3 


457 


RAFDVRRKKSLRPCCPRDFHAGCLTVSGPSTVMGAVG 
ESLSVQCRYEEKYKTFNKYWCRQPCLPIWHEMVETGG 
SEGWRSDQVIITDHPGDLTFTVTLENLTADDAGKYR 
CGIATILQEDGLSGFLPDPFFQVQVLVSSASSTENSV 

KTP 


2306 


A 


1 


1117 


NSRVDDFVAVMAPRTLVLLLSGALALTQTWAGSHSMR 
YFFTS VSRPGRGE PRF I AVGYVDDTQFVRFDSDAAS Q 
RMEPRAPWIEQEGPEYWDGETRKVKAHSQTHRVDIjGT 
LRGYYNQSEAGSHTVQRMYGCDVGSDWRFLRGYHQYA 
YDGKDYIALKEDLRSWTAADMAAQTTKHKWEAAHVAE 
QLRAYLEGTCVEWLRRYLEMGKETLQRTDAPKTHMTH 
HPI SDHEATLRCWALS FYPAE I TLTWQRDGEDQTQDT 
ELVETRPAGDGTFQKWAAVWPSGQEQRYTCHVQHEG 

lpkpltlrwepssqptipivgiiaglvlfgavitgav 
vaavmwrrks sdrkggsysqaassdsaqgsdvs ltac 

kst 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 

location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X— Unknown, ^— Juop coaon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 


2307 


A 


3 


491 


DAWVAHASGELPPQTTKTIiARF I PEVAVAYPKS KPLT 
TQI KI KKP P KVTMKTGKS LLHLHb 1 LibMi? AAKWKbAA 
PMSLFLLEVHFNLKVQYSVHENQLQMATSLDRRGN/Y 
TGFITSYLEEAYIPVVNDVLQVGLPLPDFLAMNYNLA 

ELDIVENALMLDLKLG 


2308 


A 


3 


491 


DAWVAHASGELPPQTTKTLARF I PEVAVAYPKS KPLT 
TQ I KI KKP PKVTMKTGKS LLHLHS TLEMFAARWRb KA 
PMS LFLLE VHFNLKVQ YS VHENQLQMAT S LDRRGN / Y 
TGFITSYLEEAYIPVWDVLQVGLPLPDFLAMNYNLA 

ELDIVENALMLDLKLG 


2309 


A 


3 


491 


DAWVAHASGELPPQTTKTLARF I PEVAVAYPKS KPLT 

TQI KI KKP PKVTMKTGKS LLHLHS TLEMFAARWRb iSJ\ 
PMS LFLLE VHFNLKVQ YS VHENQLQMAT SLDRRGN/Y 
TGFITSYLEEAYIPWNDVLQVGLPLPDFLAMNYNLA 

ELDIVENALMLDLKLG 


2310 


A 


3 


491 


DAWVAHAS GEL P PQTTKTL ARF I PEVAVAYPKS KPLT 
TQ I KI KKP P KVTMKTGKS LLHLH S TLEMF AARWRS KA 
PMS LFLLE VHFNLKVQ YS VHENQLQMAT bLDRKUJM/ x 
TGFITSYLEEAYIPWNDVLQVGLPLPDFLAMNYNLA 

ELDIVENALMLDLKLG 


2311 


A 


75 


739 


APRAAPRLTMVSRMVSTMLSGLLFWLASGWTPAFAYS 
PRTPDRVSEADIQRLLHGVMEQLGIARPRVEYPAHQA 
MNLVGPQSIEGGAHEGLQHLGPFGNIPNIVAELTGDN 
I PKDFSEDQGYPDPPNPCPVGKTADDGCLEJN 1 FD 1 Ah, 
FSREFQLHQHLFDPEHDYPGLGKWNKKLLYGKMKGGE 
RRKRRSVNPYLQGQRLDNWAKKSVPHFSDEDKDPE 


2312 


A 


2 


606 


PSIRKHGTHPFPPT*SSPSGSC\SHCIAHSQCRQSPP 
HASC*RGSRWG*SGRAGWPAPGCR*AAPGLAGSAHPR 
P P P SN PRC P P PDAGP PGS GD PGL AAPE P SNHGRQHT A 
AAAAAGESQRHGRPGLAA* QPPLDTGPAARvjb PFAFF 
GARPRGGGRQHRPQGLPQAQ PQ * APGVRAAPRAAAP P 
\GHAGPDQAPEKAARTRG 


2313 


A 


42 


706 


PRGQMASTGLELLGMTLAVLGWLGTLVSCALPLWKVT 
AFIGNSIWAQWWEGLWMSCWQSTGQMQCKVYDSL 
LALPQDLQAARALCVIALLLALLGLLVAI TGAUC1 J.L 
VEDEGAKARI VLTAGVI LLLAGI LVLI PVCWTAHAI I 
QDFYNPLVAEALKRELGASLYLGWAAAALLMLGGGLL 
CCTCPPPQVERPRGPRLGYSIPSRSGASGLDKRDYV 


2314 


A 


2 


484 


FVANMLCGLSRETPGEADDGPYSKGGKDAGGADVCLA 

CRRQS I PEE FRGI T WELI KKEGSTLGLTI SGGTDKD 
GKPRVSNLRPGGLAARSDLLNIGDYIRSVNGIHLTRL 
RunoTT TLLKNVGERWL / EAPENNPRI I SKTVDVSL 
YKEGNS FGFVLRGQ 


2315 


A 


326 


2002 


GLSRMSTETELQVAVKTSAKKDSRKKGQDRSEATLIK 
RFKGEGVRYKAKLIGIDEVSAARGDKLCQDSMMKLKG 
WAGARS KGEHKQKI FLTI SFGGI KI FDEKTGALQHH 
HAVHEISYIAKDITDHRAFGYVCGKEGNHRFVAIKTA 
QAAEPVILDLRDLFQLIYELKQREELEKKAQKDKQCE 
QAVYQTILEEDVEDPVYQYIVFEAGHEPIRDPETEEN 
IYQVPTSQKKEGVYDVPKSQPVSAVTQLELFGDMSTP 
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TABLE 7 



SEQ 1 
ID 


Method 1 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acici sequence ^.a. — unKnown 5 oiup tuuuu, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










PDITSPPTPATPGDAFIPSSSQTLiPAfaADv.b bfav^b 
TAAVP S GYVAMGAVL P S F WGQQ PLVQQQMVMGAQ P PV 
AQVMPGAQPIAWGQPGLFPATQQPWPTVAGQFPPAAF 

_ __ m -_ rnT7 -M /fT >.- l - t->7\ 7\ Aff"C<^r~i "TJT TT)T TV rpT TTiC* T CP) C TP Q CJ "POT 1 

MPTQTVMP.LiPAAM.b yc^Plil PJ_i/\l VrbloJJoiKooryi 
DKPRQKMGKETFKDFQMAQPPPVPSRKPDQPSLTCTS 
EAFSSYFNKVGVAQDTDDCDDFDISQLNLTPVTSTTP 
STNSPPTPAPRQSSPSKSSASHASDPTTDDIFEEGFE 
SPSKSEEQEAPDGSQASSNSDPFGEPSGEPSGDNISP 

QGR 


2316 


A 


132 


428 


VNVLNQEIEAFSLSEDTSSGLPEDRWSVSFRVLYPI 
VITSLGVFYDANDVGFQRNITVKLYQAEQEEALFIAR 
FS PPS CGVQVNKLWYKPVEQF I LPE 


2317 


A 


2334 


1226 


TAAAPVAPGTMDDATVLRKKGYIVGINLGKGSYAKVK 
SAYSERLKFNVAVKIIARKKTPTDFVERFLPREMDIL 

AT VNHGS 1 1 KT YE I F E T S D GR I Y 1 1 MJi 1j vj V U k^u J-i-U & r 

IKCQGALHEDVARKMFRQLSSAVKYCHDLDIVHRDLK 

CENLLLDKDFNIKLSDFGFSKRCLRDSNGRIILSKTF 

CGSAAYAAPEVLQSIPYQPKVYDIWSLGVILYIMVCG 

SMPYDDSDIRKMLRIQKEHRVDFPRSKNLTCECKDLI 

YRMLQ \ PD VS \ KRLH I DE I L S H S WLQ PPKPK\ AT S S A 

HRLL WP EN ENRMEDRL AE T S RAKDHH I S GAEVGKAS 
T 


2318 


A 


993 


848 


TRYATPLAPGPGHPFSCSRRMATHHTLWMGLALLGVL 

GDLiQAAPEAQVo VyJrJN.b y^JJJiS.x' .LiLjKVvr o/WjJUi-ioiN o o 

LREKKAALSMCKSWAPATDGGLNLTSTFLRKNQCET 
RTMLLQPAGSLGSYSYRSPHWGSTYSVSWETDYDQY 
ALLYSQGSKGPGEDFRMATLYSRTQTPRAELKEKFTA 
FCKAQGFTEDTIVFLPQTDKCMTEQ 


2319 


A 


2 


394 


AIHVRCLLSPGHTAGHMSYFLWEDDCPDPPALFSGDA 
LSVAGCGSCLEGSAQQMYQSLAELGTLPPETKVFCGH 
EHTLSNLEF AQKVrLFL.JM UrilS±<.UniiJUv c ± vro x j_i^rj^njri. 
1 LYNPFLRVAEEPVRKFTGKA 


2320 


A 


2 


762 


LEEVLKSELSGNFEKTALALLDHPSEYAARQLQKAMK 
GLGTDESVLIEFLCTRTNKEI I AIKEAYQRLFDRSLE 
SNVKGDTSGNLKKILVSLLQANRNEGDDVDKDLAGQD 
AKDLYDAGEGRWGTDELAFNEVLAKRSYKQLRATFQA 
YQ I L I GKD I EE AI EEETS GDLQKAYLTLVRCAQDCED 
YFAERLYKSMKGAGTDEETLIRI I VTRAE VDLQGI KA 
KFQEKYQKSLSDMVRSDTSGDFRKLLVALLH 


2321 


A 


3 


1335 


QHSSRAGISSVAMPWAPLGHSGSHQLCVTFSSLHCLT 
RRNMHOMTDGLDKPGOIRWPLAITLAIAWILVYFCIW 
KGVGWTGKWYFSATYPYIMLI ILFFRGVTLPGAKEG 
ILFYITPNFRKLSDSEVWLDAATQIFFSYGLGLGSLI 
ALGSYNSFHNNVYRDS 1 1 VCC INSCTSMFAGFVI FS I 
VGFMAHVTKRS I ADVAASGPGLAFLAYPEAVTQLPI S 
PLWAILFFSMLLMLGIDSQFCTVEGFITALVDEYPRL 
LRNRRELFI AAVCI I S YLIGLSNITQGGI YVFKLFDY 
YSASGMSLLFLVFFECVSISWFYGVNRFYDNIQEMVG 
1 S R P C I WWKL CWSFFTPII VAG VF I F S AVQMT PLTMGN 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Ammo acia sequence (a. — unKnown, — siop cuuuu, 
/=possib!e nucleotide deletion,=possible nucleotide 
insertion) 










YVF PKWGQGVGWLMALS SMVL I PGYMAYMFLTLKGS L 
KQRIQVMVQPSEDIVRPENGPEQPQAGSSTSKEAYI 


2322 


A 


775 


945 


MMYILLVFLTLWLLIEMIHCLQNGDHRRTRPPTETGW 
LPLRFHLRTGKI LRYLRGE * 


2323 


A 


197 


598 


MSALRPLLLLLLPLCPGPGPGPGSEAKVTRSCAETRQ 
VLGARGYSLNLIPPALISGEHLRVCPQEYTCCSSETE 
QRL I RETE ATFRGLVED S GS FLVHTLAARHRKFDE FF 
LEMLFETLAFFCPDLS SHSTGA* 


2324 


A 


2031 


56 


GT AET FH S VHF C PQ P VPKAPE S P S LD S ALAS PLD PQ A 

LACTPASPPDSQPPASPQDSEALDFETPSSSLAPQTP 

DSALASETLASPQSLPPASPLLEDREEGDLGKASELA 

ETPKEEKAEGAAMLELVGSILRGCVPGVYRVQTVPSA 

RRPWKFCHRPSGLHGDVSLSNRLALHNSRFLSLCSE 

LDGRVRPLVYTLRCWAQGRGLSGSGPLLSNYALTLLV 

IYFLQTRDPPVLPTVSQLTQKAGEGEQVEVDGWDCSF 

PRDAS RLE P S I NVE PLS S LL AQ F F S CVS CWDLRGSLL 

SLREGQALPVAGGLPSNLWEGLRLGPLNLQDPFDLSH 

NVAANVT S R VAGRLQN C C RAAANYCRS LQ YQRR S S R(j 

RDWGLLPLLQPS S PSSLLSATP I PLPLAPFTQLTAAL 

VQVFREALGCHIEQATKRTRSEGGGTGESSQGGTSKR 

L KVD GQ KNC C E E GKE E QQ G C AGD GGE DR V Ji teiM V 1 i± V 

EMVQDWAMQSPGQPGDLPLTTGKHGAPGEEGQPSHAA 

LAERGPKGHEAAQEWSQGEAGKGASLPSSASWRCALW 

HRVWQGRRRARRRLQQQTKEGAGGGAGTRAGWLATEA 

QVTQELKGLSGGEERPETEPLLSFVASVS PADRMLTV 

TPLQDPQGLFPDLHHFLQVFLPQAIRHLK 


2325 


A 


3 


262 


SLSMCREVHVYEYIPSVRQTELCHYHELYYDAACTLG 
AYHPLLYEKLLVQRLNMGTQGDLHRKGKWLPGFQAV 

HCPAPSPVIPHS 


2326 


A 


241 


1449 


ASLCKGCFFVTHVLVIILPSLQSPPTFGFLLDIDGVL 
VRGHRVI PAALKAFRRLVNSQGQLRVPWFVTNAGNI 
LQHSKAQELSALLGCEVDADQVILSHSPMKLFSEYHE 
KRMLVSGQGPVMENAQGLGFRNVVTVDELRMAF PLLD 
MVDLERRLKTTPLPRNDFPRIEGVLLLGEPVRWETSL 
QLIMDVLLSNGSPGAGLATPPYPHLPVLASNMDLLWM 
AEAKMPRFGHGTFLLCLETIYQKVTGKELRYEGLMGK 
PS I LT YQ YAEDLIRRQAERRGWAAP I RKL YAVGDNPM 
SDVYGANLFHQYLQKATHDGAPELGAGGTRQQQPSAS 
QS C I S I LVCTGVYNPRNPQSTE PVLGGGE PPFHGHRD 
LCFS PGLMEASHWNDVNEAVQLVFRKEGWALE 


2327 


A 


241 


1449 


ASLCKGCFFVTHVLVI ILPSLQS PPTFGFLLDI DGVL 
vx\.Lrrlr\. V JL srI\I\i-jiSJr\ij rvx\.J_i VIM o^vj^J-Ux. vr vvr v xiMr^vjiM j. 

LQHS KAQELSALLGCEVDADQVI LSHS PMKLFS EYHE 
KRMLVSGQGPVMENAQGLGFRNWTVDELRMAFPLLD 
MVDLERRLKTTPLPRNDFPRIEGVLLLGEPVRWETSL 
QLIMDVLLSNGSPGAGLATPPYPHLPVLASNMDLLWM 
AEAKMPRFGHGTFLL CLETT YQKVTGKE LRYEGLMGK 
PS I LTYQYAEDLI RRQAERRGWAAP I RKL YAVGDNPM 
SDVYGANLFHQYLQKATHDGAPELGAGGTRQQQPSAS 
QS C I S I LVCTGVYNPRNPQ S TE PVLGGGE P PFHGHRD 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


AHUDO aClU JSctJ lit — U 111V11U t t 11 j fcjl-ujp v-vruvru^ 

/ — nncdhlo nuMArvHHp rfplpfinn =r»ns;sili]p nucleotide 
/ — pOSalUlC OlldCUlltlc ucicllUll) puaaiuic uuvivunuv 

insertion) 












2328 


A 


1 


359 


ISGESIYWS QKPT P S SNAS PWSE P AAVD VELTA YALL 
AQLTKP SLTQKE I AKAT S I VAWLAKQRNAYGGF S S TQ 
DT WALQ ALAKYATT AYVPS E E I NLWKS TENFQRT F 

JM X WjB. V JM KM 


2329 


A 


1 


359 


I S GE S I Y WS Q KPT P S SNAS PWSE PAAVD VE LTAYALL 
AQLTKP S LTQKE I AKAT S I VAWLAKQRNAYGGF S S TQ 
DT WALQAL AKYATTAYVP S E E I NLWKS TENFQRTF 

"KT THTi^ 7M"D> TVT 
JM X \JI±y N KM 


2330 


A 


1 


359 


I S GE S I YWSQKPTPS SNAS PWSE PAAVD VE LTAYALL 
AQLTKP S LTQKE IAKAT SI VAWLAKQRNAYGGF SSTQ 
DT WALQ AL AKYATTAYVP S E E I NLWKS TENFQRTF 
JM J_ (JA V JM KM 


2331 


A 


1 


359 


I S GE S I YWS QKPTP S SNAS PWS E PAAVD VE LTAYALL 
AQLTKP S LTQKE IAKAT S I VAWLAKQRNAYGGF SSTQ 
DT WALQ AL AKYATTAYVP S E E I NLWKS TENFQRTF 

JM J. V JN KM 


2332 


A 


1 


359 


I S GE S I YWS QKPT P S SNAS P W S E P AAVD VE LTAYALL 
a PiT .TT-fPQT ■TOK'T? T ATCATR T VA WT t AKORNAYGGF S STO 
DT WALQALAKYATTAYVPS E E I NLWKS TENFQRTF 
NIQAVNRM 


2333 


A 


21 


A A C 

44 6 


tvtt? a 7\\7DT7T?Qr i T7T,^7r^'\A7r , T >T ,T , A TP AT ATRPRVAOPEVD 

|v| H f Ofivlt V DQuV JjVuv V V— 1 H i 1 Irik^ trJri. ±Jrx J- vjr Lit v -ii-Sci j-j v u 

TTLGRVRGRQVGVKGTDRLVNVFLGIPFAQPPLGPDR 
FSAPHPAQPWEGVRDASTAPPMCLQDVESMNSSRFVL 
NGK00I FSVSEDCLVLNVYS PAEVPAGSGRP 


2334 


A 


320 


171 


AASTTDGSYKCLCLPGYVPSDKPNYCTPLNTALNLEK 
CPFGLPHLSGSS 


2335 


A 


351 


49 


PASPPRWGCWGCWGRWDCFASRSPWARS * SRRPPRST 
AAAPRSPARPRTCAGCTRRTWKTGRPARSRRSGRTPR 


2336 


A 


3 


813 


THAS ENAHGQAS S F ANF L VRT YLGKD AGFD S E I F KRS 
t 1 ttt* r> 7T? T?np q\7T .i<rp\7P Zi P P TfP P P R T . R PT iP R EDVT iD AE 

S I QWFRDGSLLRS SRRRKI L YTDRQASLKVS CT YKED 
p r 1 t ,vivr\ 7P VP c: p p n PP P D R T Y VT »VRD AE AEN PGA PG S P 
LNVRCLDVNRDCLILTWAPPSDTRGNPITAYTIERCQ 
GESGEWIACHEAPGGTCRCPIQGLVEGQSYRFRVRAI 
SRVGSSVPSKASELWMGDHDAARRKTEIPFDLGNKI 
TISTDAFEDTV 


2337 


A 


834 


a *i o 
62 8 


r^TT3t?VTT*T\TNTPT A7P'MPTriP r P*MTMK'* *MVTCP.KKI VKED 

iJX Kill X K IN In irJ_l V nl v lK X LJili ± 1*1 X i Y i v xn-Ci ivxv J- v 

WRKVHLAS*QSFPSFFVIEHSKAIRGSWFPQL 


2338 


A 


834 


628 


D I RE YK* NN PL VHMRTDET * MTMK* * M VKE KKI VKE D 
WRKVHLAS*QSFPSFFVIEHSKAIRGSWFPQL 


2339 


A 


3 


449 


PGAPRVRLETHPEPLPSDTMVSSCCGSVCSDQGCGLE 
TCCRPSCCQTTCCRTTCCRPSCCVSSCCRPQCCQSVC 
CQPTCCRPSCCPSCCQTTCCRTTCCRPSCCVSSCCRP 
QCCQSVCCQPTCCRPSCSISSCCRPSCCVSRCCRSQR 

C 


2340 


A 


3 


449 


PGAPRVRLETHPE PLPSDTMVS S CCGS VCSDQGCGLE 
TCCRPSCCQTTCCRTTCCRPSCCVSSCCRPQCCQSVC 
CQPTCCRPSCCPSCCQTTCCRTTCCRPSCCVSSCCRP 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X— Unknown, w — stop coaon, 
/=possib!e nucleotide deletio impossible nucleotide 
insertion) 










QCCQSVCCQPTCCRPSCSISSCCRPSCCVSRCCRSQR 

c 


2341 


A 


3 


449 


PGAPRVRLETHPEPLPSDTMVSSCCGSVCSDQGCGLE 
TCCRPSCCQTTCCRTTCCRPSCCVSSCCRPQCCQSVC 
CQPTCCRPSCCPSCCQTTCCRTTCCRPSCCVSSCCRP 
QCCQSVCCQPTCCRPSCSISSCCRPSCCVSRCCRSQR 
C 


2342 


A 


38 


1435 


ACLI CFRIGRGNCSRKI CEEFLNPQI LLTLELWTLA 
GKNKCRCWTMLE TLSRQWI VS HRMEMWLLI LVAYMFQ 
RNVNSVHMPTKAVDPEAFMNI SEI IQHQGYPCEEYEV 
ATEDGY I LS VNR I PRGLVQ PKKTGSRPVVLLQHGLVG 
GASN W I SNL PNN S LGF I LADAG F D VWMGN S RGNAWS R 
KHKTLSIDQDEFWAFSYDEMARFDLPAVINFILQKTG 
QEKIYYVGYSQGTTMGFIAFSTMPELAQKI KMYFALA 
PIATVKHAKSPGTKFLLLPDMMIKGLFGKKEFLYQTR 
FLRQLVIYLCGQVILDQICSNIMLLLGGFNTNNMNMS 
RAS VYAAHT L AGT S VQN I LHW S QAVN S GE LRAF DWGS 
ETKNLEKCNQPTPVRYRVRDMTVPTAMWTGGQDWLSN 
PEDVKMLLSEVTNLIYHKNIPEWAHVDFIWGLDAPHR 
MYNEI IHLMHQEETQPFPRTA 


2343 


A 


38 


1435 


ACLI CFRIGRGNCSRKI CEEFLNPQILLTLELWTLA 
GKNKCRCWTMLETLSRQWIVSHRMEMWLLILVAYMFQ 
RNVNSVHMPTKAVDPEAFMNI SEI IQHQGYPCEEYEV 
ATEDGYILSVNRIPRGLVQPKKTGSRPWLLQHGLVG 
GASNWI SNLPNNSLGF ILADAGFDVWMGNSRGNAWSR 
KHKTLSIDQDEFWAFSYDEMARFDLPAVINFILQKTG 
QEKIYYVGYSQGTTMGFIAFSTMPELAQKI KMYFALA 
PI ATVKHAKS PGTKFLLLPDMMI KGLFGKKE FL YQTR 
FLRQLVIYLCGQVILDQICSNI MLLL GGFNTNNMNM S 
RASVYAAHTLAGTSVQNILHWSQAVNSGELRAFDWGS 
ETKNLEKCNQPTPVRYRVRDMTVPTAMWTGGQDWLSN 
PEDVKMLLSEVTNLIYHKNIPEWAHVDFIWGLDAPHR 
MYNEI IHLMHQEETQPFPRTA 


2344 


A 


91 


1042 


VTMYKDCIESTGDYFLLCDAEGPWGIILESLAILGIV 
VTILLLLAFLFLMRKIQDCSQWNVLPTQLLFLLSVLG 
LFGLAFAF I I ELNQQTAPVRYFLFGVLFALCFS CLLA 
HASNLVKLVRGC VS FS WTT I LCI AI GC SLLQ 1 1 1 ATE 
YVTLIMTRGMMFVNMTPCQLNVDFWLLVYVLFLMAL 
TFFVSKATFCGPCENWKQHGRLIFITVLFSIIIWWW 
ISMLLRGNPQFQRQPQWDDPVVCIALVTNAWVFLLLY 
IVPELCILYRSCRQECPLQGNACPVTAYQHSFQVENQ 


2345 


A 


2 


669 


AHTMVPEEE PQDREKGLWWQVKVWSMAWS I LLLSV 
CFTVSSWPHNFMYSKTVKRLSKLREYQQYHSSLTCV 
MEGKDIEDWSCCPTPWTSFQSSCYFISTGMQSWTKSQ 
KNCSVMGADLWINTREEQDFIIQNLKRNSSYFLGLS 
DPGGRRHWQWVDQTPYNEN\SREYRMRFWHSGEPNNL 
DERCAIINFRSSEEWGWNDIHCHVPQKSICKMKKIYI 


2346 


A 


2 


669 


AHTMVPEEE PQDREKGLWWVQVKVWSMAVVS I LLLSV 
CFT VS S WPHNFMYS KTVKRLS KLRE YQQ YHS S LTC V 
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664 
TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue | 
of peptide 
sequence 


Predicted 

ending 

nucleotide 

location of 
last amino 
acid 

residue of 

peptide 

sequence 


Ammo acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deIetion,=possible nucleotide 
insertion) 










MEGKDIEDWSCCPTPWTSFQSSCYFISTGMQSWTKSQ 
KNCSVMGADLWINTREEQDFIIQNLKRNSSYFLGLS 
D PGGRRHWQ WVDQT PYNEN \ S RE YRMRF WHS GE PNNL 
DERCAI INFRS SEEWGWND I HCHVPQKS I C KMKKIYI 


2347 


A 


1 


2093 


MLVLNSWAQVIHWPQPPKVLGLQPLEKTQYGFLGTDR 
VEEKTS VI T I RVS VTHRHNS YMEAENLTELSKFLLLG 
LSDDPELQPVLFGLFLSMYLVTVLGNLLIILAVSSDS 
HLHTPMYFFLSNLSFVDICFISTTVPKMLVSIQARSK 
DI SYMGCLTQVYFLMMFAGMDTFLLAVMAYDRFVAI C 
HPLHYTVIMNPCLCGLLVLAS WFI I FWFSLVHI LLMK 
RLTFSTGTEIPHFFCEPAQVLKVACSNTLLNNIVLYV 
ATALLGVFPVAGILFSYSQIVSSLMGMSSTKGKYKAF 

S TCGS HL CWS L F YGTGLGVYLS S AVTH S S Q S S S TAS 
VMYAMVTPMLNPFIYSLRNKDVKGALERLLSRADSCL 
LRCPSYTEPQNLTGVSEFLLLGLSEDPELQPVLAGLF 
LSMYLVTVLGNLLIILAVSSDSHLHTPMYFFLSNLSL 
ADIGFTSTTVPKMIVDMQTHSRVISYEGCLTQMSFFV 

LFACMDDMLLSVMAYDRFVAI CHPLHYRI IMNPRLCG 
FLILLSFFISLLDSQLHNLIMLQLTCFKDVDISNFFC 
DPSQLLHLRCSDTFINEMVI YFMGAI FGCLPI SGI LF 
S YYKI VS PI LRVPTSDGKYKAFSTCGSHLAWCLFYG 
TGL VG YL S SAVL P S PRKSMVASVMYTWT PMLN P F I Y 
SLRNKD I OS ALCRLHGRI I KSHHLHPFCYMG 


2348 


A 


773 


317 


Q CTQKAAEGYTQ F Y YVDVLDGKLACVNKCTKGTKS QM 
NCNLGTCQLQRSGPRCLCPNTNTHWYWGETCEFNIAK 
SLVYGIVGAVMAVLLLALIILIILFSLSQ\RKRHRPE 
SEGEADFGLENATNNFG\PTLETVDSGTELHIQ\RPE 

MVASTV 


2349 


A 


55 


414 


MALTGYSWLLLSATFLNVGAE I S ITLEPAQPSEGDNV 
TLWHGLSGELLAYSWYAGPTLSVSYLVASYIVSTGD 
ETPGPAHTXREAVRPDGSLDIQGILPRHSSTYILQTF 

NROLOTEVG 


2350 


A 


1 


790 


RGYN PNVNAGI INS FATAAFRFGHTL I N P I LYRLNAT 
LGEI SEGHLPFHKALFSPSRI IKEGGIDPVLRGLFGV 
AAKWRAPSYLLSPELTQRLFSAAYSAAVDSAATI IQR 
GRDHGIPPYVDFRVFCNLTSVKNFEDLQNEIKDSEIR 
QKLRKL YGS PGD I DLWPALMVEDL I PGTRVGPTLMC / 
ML / STQFQRLRDGDRFWYENPGVFTPAQLTQLKQASL 
SRVLCDNGD S I QQVQADVF / RKRQE YPQD YLNCKRE S 
PNVDPAKC 


2351 


A 


1 


790 


RGYNPNVNAGI INS FAT AAFRFGHTLINPI LYRLNAT 
JjvjiiX 0liv3rllj.tr r rliSJ\±jr oroKl J. XvcjLr>cr jl uxr v ±jr\.\j±jc uv 

AAKWRAPSYLLSPELTQRLFSAAYSAAVDSAATIIQR 
GRDHGIPPYVDFRVFCNLTSVKNFEDLQNEIKDSEIR 
QKLRKL YGS PGD I DLWPALMVEDL I PGTRVGPTLMC / 
ML / STQFQRLRDGDRFWYENPGVFTPAQLTQLKQASL 
S RVLCDNGD S I QQVQADVF / RKRQE YPQDYLNC KRE S 
PNVDPAKC 


2352 


A 


1 


671 


NFLPRRLLLTGPPQVGKTGS YLQFLRI LFRMLI RLLE 
VDVYDEEEINTDHNESSEVSQSEGEPWPDIESFSKMP 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X— Unknown, — &top coaon, 
/^possible nucleotide deletion,=possib!e nucleotide 
insertion) 










FDVSVHDPKYSLMSLVYTEKLAGVKQEVIKESKVEEP 
RKRETVSIMLTKYAAYNTFHHCEQCRQYMDFTSASQM 
SDSTLHAFTFSSSMLGEEVQLYFI I PKSKESHFVFSK 
QGKHLESMRLPLVSDKNLNAVKS PI FTPS SG* HEHGH 

V 


2353 


A 


2 


805 


RELHKEVEVAKRNLAQQKI I SEMESKLVEQQLAEENK 
LLKEQENMKELVWLLRMTQIKIDEKEQKSKDFLKAQ 
QKYTN I VKEMKAKDLE I RI HKKKKCE I YRRLRE FAKL 
YDT I RNERNKF VNLLHKAHQKVNE I KERHKMS LNELE 
I LRNS AVS QERKLQNSMLKHANNVT I RE SMQNDVRKI 
VS KLQEMKE KKEAQLNNIDRLANTI TMI EEEMVQLRK 
RYEKAVQHRNERRGLSPGMITKDRFLPVYGEITTRNI 

QLEKKLMGL 


2354 


A 


-159 


1028 


MGLCVPFAVTTSFLSLGLEWDLNVRLHGQHLVQQLVL 

RT VRG YLE T PQ PE KAL AIj S FHGWS GTGKN F VARML VE 
NLYRDGLMSDCVRMFIATFHFPHPKYVDLYKEQLMSQ 
IRETQQLCHQTLFIFDEAEKLHPGLLEVLGPHLERRA 
PEGHRAE S P WT I FLFL SNLRGD 1 1 NEWLKLLKAGWS 
REE I TMEHLE PHLQAE I VET I DNGFGHSRLVKENL I D 
YF I PFLPLE YRHVRLCARDAFLSQELLYKlLJi 1 LDh. X A 
QMMVYVPKEEQLFSSQGCKS I SQRINYFLS * 


2355 


A 


736 


17 


* RAMNFS I C FLE I GS I * TGRYCKT VLC KLRAVL * S FR 
VLNITKAYLVLFS SLYKNLI CS S VRS VPLKKFLKSLS 
SILRDRFFK*T*NPRGERERVLLGDFE*DRFRKCLSL 
IPLGGECSSDLLRTSPSLTALPPNSIHCCSDPCITSI 
NLEPIKLL*HLRPPEASTHEANFTMASPLFRPS*CFK 
KI TPS THKP E KKTRT S S S FTR * GKPRRNK* GF S AFNG 
LVFLGLKLPCPVPLV*NP 


2356 


A 


506 


1317 


GRTS SGKAGMWKPGAE SWPLHTGAAQVMWFEKLYAGL 
QCVEKYLIYPAWLNALTVDAHTWSHPDKYCFYCRA 
LLMTVAGLKLLRSAFCCPPQQYLTLAFTVLLFHFDYP 
RLSQGFLLDYFLMSLLCSKLWDLLYKLRFVLTYIAPW 
Q I T WGS AFHAF AQ P FAVPH S AMLF VQALLS GLF S T PL 
NPLLGSAVFIMSYARPLKFWERDYNTKRVDHSNTRLV 
TQLDRNPGADDNNLNS I F YEHLTRSLQHTLCGDLVLG 
RWGNYGPGDCF 


2357 


A 


506 


1317 


GRT S S GKAGMWKPGAE S WPLHTGAAQVMWFE KLYAGL 
Q C VE KYL I Y PAWLNALTVDAHT WSHPDKYC F YCRA 
LLMTVAGLKLLRSAFCCPPQQYLTLAJt' 1 V Jjiji 1 ri^JJiF 
RLSQGFLLDYFLMSLLCSKLWDLLYKLRFVLTYIAPW 
QITWGSAFHAFAQPFAVPHSAMLFVQALLSGLFSTPL 
Isjpt ,t ,n q AVF T MS YARPLKFWERD YNTKRVDHSNTRLV 
TQLDRNPGADDNNLNS IF YEHLTRSLQHTLCGDLVLG 

RWGNYGPGDCF 


2358 


A 


3 


301 


STATWAGVQWCNLSSLQPLPSGFKPFSCLSLPGSWDH 
RHL P P C PANFLYC F FLVEMGFH YVGQAGLKLLT / S / G 
DLCASAPQS AGSTGVNHRVRLGLLI YI P 


2359 


A 


326 


1379 


PEPHAVQCAELRHQQPRDPQRLQQDGSADAPAERKPH 
CGGERAHGSG\FLAMLLVLGLCGAAYRPTEEIDLRSV 
GWGNIFQLPFKHVRDYRLRHLVPFFIYSGFEVLFACT 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, atop coaon, 
/=possible nucleotide deletion 5 =possible nucleotide 
insertion) 










GIALGYGVCSVGLERLAYLLV\AYSLGASAASLLG\L 
LGLWLPRPVPLVAGAGVHLLLTFILFF\WAPVPRVLQ 
HS WI LYVAAALWGVGS ALNKTGLS TLLGI LYEDKERQ 
DFI FTI YHWWQAVAI FTVYLGSSLHMKAKLE \ VLLVT 
LVAAAVS YLRMEQKLRRGVAPRQPR\ I PRPQHKVRG\ 
YRYLQAHMSDESDPEGEHADAAQEEAPPAGPRPGP\E 
PAGLGRRPCPYEQAQGGD\GPEEQ 


2360 


A 


2 


1397 


LRAGEDMAASASAAAGEEDWVLPSEVEVLESIYLDEL 
QVIKGNGRTSPWEIYITLHPATAEDQDSQYVCFTLVL 
QVPAEYPHEVPQI SIRNPRGLSDEQIHTI LQVLGHVA 
KAGLGTAMLYELIEKGKEILTDNNIPHGQCVICLYGF 
QEKEAFTKTPCYHYFHCHCLARYIQHMEQELKAQGQE 
QEQERQHATTKQKAVGVQCPVCREPLVYDLASLKAAP 
EPQQPMELYQPSAESLRQQEERKRLYQRQQERGGIID 
LEAERNRYFISLQQPPAPAEPESAVDVSKGSQPPSTL 
AAELSTS PAVQSTLPPPLPVATQHI CEKI PGTRSNQQ 
RLGETQKAMLDPPKPSRGPWRQPERRHPKGGECHAPK 
GTRDTQELPPPEGPLKEPMDLKPEPHSQGVEGPPQEK 
GPGSWQGPPPRRTRDCVRWERSKGRTPGSSYPRLPRG 
QGAYRPGTRRESLGLESKDGS 


2361 


A 


718 


305 


SEQEPLLGDTPGSREWDILETEEHYKSRWRSIRILYL 
TMFLSSVGFSVVMMSIWPYLQKIDPTADTSFLGWVIA 
S YS LGQM VAS P I FGLWSN YR PRKE PL I VS I L 1 b VAAJSJ 
CLYAYLHI P ASHNKY YMLVARGLLG I G 


2362 


A 


169 


879 


MTAEFLSLLCLGLCLGYEDEKKNEKPPKPSLHAWPSS 
WEAESNVTLKCQAHSQNVTFVLRKVNDSGYKQEQSS 
AENE AE F PF TDLKPKD AGR Y F C AYKTTASHE WS ESSE 
HLQLWTDKHDELEAPSMKTDTRTI FVAI FSCI SILL 
LFLSVFIIYRCSQHSSSSEESTKRTSHSKLPEQEAAE 
ADLSNMERVSLSTADPQGVTYAELSTSALSEAAJbiJ 1 X 
QEPPGSHEYAALKV* 


2363 


A 


169 


879 


MTAEFLSLLCLGLCLGYEDEKKNEKPPKPSLHAWPSS 
VVEAESNVTLKCQAHSQNVTFVLRKVNDSGYKUJiUbfa 
AENEAEFPFTDLKPKDAGRYFCAYKTTASHEWSESSE 
HLQLWTDKHDELEAPSMKTDTRTI FVAI FSCI SILL 
LFLSVFIIYRCSQHSSSSEESTKRTSHSKLPEQEAAE 
ADLSNMERVSLSTADPQGVTYAELSTSALSEAASDTT 
QEPPGSHEYAALKV* 


2364 


A 


43 i 


369 


AAAWGLAAWGEGPTDATSCWEVGAGGPGNSRPNQTVS 
MDLNS AS T WLQVLT Q AT S QDTAVLKPAE EQLKQ WE T 
QPGFYSVLLNIFTNHTLDINVRWLAVLYFKHGIDR 


2365 


A 


4272 


1534 


C * GS PS CHLVLGVLVPVARQS SHS AGPAQS AFR * TGT 
GS GT PKAAE Q S G Y WE AYTLGHQHWNM F P I QR P P L VMK 
GRRIMCGKCEKG*VSDSVTGGRAVAGEQASQRRTVFT 
AGGGECLGAKSVRASVFTGNQPGVMGLLNGKRGGCFE 
SGYLFGFIVIGKIQSLEAKVPLPVNGQTGERASPGNC 
RIHI VDAVC * SEHH* DHFLAAAFLENSTI I S * VAPGS 
WQDHAVLQKEVQASVRCRGFESVDTAPAGFWAHSPPG 
LQGEPTTTSVSLFVLAPQDGEGVPFVEGQLVTVLGLV 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 

ending 

nucleotide 

location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Un known, *=!Stop codon, 
/=possible nucleotide deletion,=possible nucleotide 
insertion) 










VPQSIRHTFVHHTQLFLHPI*KLGALDVAFLHLLTLV 
CSS FN VAYG * GKNGGTTLHQL F AE VNAVTRGS AVQRR 
PSITISSI HVDTKI QQELHDVMVAGADGWQWGDPFV 
VGLAGI FHLIDDPLHQIELSFQRRV* EQCQGVKPDSQ 
PVPRPLRVGLLQVGPLVRGGGRRVAGRGKRCWRDLLF 
PWRWGLSHRTRDLLRGGDRGHVWIVLCRLGSLVGGL 
GTDELLWFGGR*LIIIGI * * RGRL S GE WGC GLGRGE L 
FQVS I G I GVS IVHI GQGDHE VLGGAGLVERGALHATG 
QGVEALVQQLLDVGPAGALGLCDGAALFQGPGRVGQL 
PAEGLQVCITLVAQWRMHDGRELGCAEWPWQALHGAA 
I CGVGGAI LLKALSQ YFLKGG* RLWCARGQ * PVKKRQ 
RRWRG * T RR * NGLT IHCFN*LI* GAVC CRLV ILRWCG 
LLE VHGVYGT * I HCLGS FPGRLWP * PF I SQERPNGHC 
QWEFRLAVPSWKCRWSRWRVRGTWRYGNPLLNLL*GA 
WLGGAACGGQQGGPLSTWQACTGPGQAAFLPPFQGAC 
RPRTQRCRTWVCPIAWRQLLAYTRD 


2366 


A 


193 


366 


MYGMLEWPISMYFVAFLHCFLCSGGNLGDSFQALPEL 
CANCSSSPRVLCCWMSPLP* 


2367 


A 


1038 


1402 


YYQISSLPSIVGNGIFLWLLICIFLAKQGGSRL*FQP 
FGR PRGGGH LRS GVLGQ P GQHGET P / S F F YNS KI S PA 
LWGPPVI PSALGGEAGKSL* PRRQRFQRGGIAPLPSR 
VRGRAKLFLKKK 


2368 


A 


480 


226 


MHFLATFALFFIFGVFFLFAVLTNLLLAEEVNIRGGN 
FLGSFLVHTLFLDQVPGEITHDSHLVLAITINTASPK 
FSSSIFFYQL* 


2369 


A 


259 


941 


PVSWSLNSCRFFFFF*DQSLPSW/QAGSGQ*RNLDS 
L\QPLASRFK*FSSSRLL\SSW\DYRHMATMARLIFI 
FLVEMGF\TMLARLVLNFLTSSDPPTSAFPKWLGLQG 
VKPNTRAVGFN * * LGY YS 1 1 LYHSNS PGTDLVF I LFI 
YLFTYLFLRQEQNSAAQARVQ*WHNLGSLQSPPPGV\ 
H* FLCLSLPSSWDYRCAPPHQANFFIFSRDGVS PCWP 
GWS*TPDLR 


2370 


A 


1676 


1197 


MALRHLALLAGLLVGVASKSMENTAQLPECCVDWGV 
NAS C PGASLCGPGC YRRWNADGS AS C VRCGNGTLPAY 
NGSECKSFAGPGAPFPMNRSSGTPGRPHPGAPRVAAS 
LFLGTFFISSGLILSVAGFFYLKRSSKLPRACYRRNK 
APALQPGERLQ* 


2371 


A 


1078 


594 


VGMELPAVNLKVILLGHWLLTTWGCIVFSGSYAWANF 
T I LALGVWAVAQRD S I DAI SM FLGGLLATI FLD I VH I 
S I FYPRVSLTDTGRFGVGMAI LSLLLKPLS CCFVYHM 
YRERGGELLVHTGFLGSSQDRSAYQTIDSAEAPADPF 
AV P hi CjR fc> Q JJ AKtj x 


2372 


A 


3 


517 


HEGRELETGQGRQSSVGAAQGTGVRAGVRAGTTQSGR 
RRARVSGRLAEVSMAS VAWAVLKVLLLLPTQTWS PVG 
AGNPPDCDAPLASALPRSSFSSSSELSSSHGPGFSRL 
NRRDGAGGWTPLVSNKYQWLQIDLGERMEVTAVATQG 
GYGS SDWVTS YLLMFSDGGRNWK 


2373 


A 


3 


517 


HEGRELETGQGRQSSVGAAQGTGVRAGVRAGTTQSGR 
RRARVS GRL AE VS MAS VAWAVL KVLLLL P TQ T W S PVG 
AGNPPDCDAPLASALPRSSFSSSSELSSSHGPGFSRL 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, -Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










NRRDGAGGWT PLVSNKYQWLQ I DLGERME VTAVATQG 
GYGSSDWVTSYLLMFSDGGRNWK 


2374 


A 


2 


1078 


GRVGWELWCMYISPPKDWWDAGDPSLPIRTPAMIGCS 
FWNRKFFGE I GLLD PGMDVYGGEN I ELGI KVWLCGG 
SMEVLPCSRVAHIERKKKPYNSMIGFYTKRNALRVAE 
VWMDD YKSHVYI AWNLPLEMPGID I GDVS ERRALRKS 
LKCKNFQWYLDHVYPEMRRYNNTVAYGELRNNKAKDV 
CLDQGPLENHTAILYPCHGWGPQLARYTKEGFLHLGA 
LGTTTLLPDTRCLVDNS KSRL PQLLDCDKVKS S L YKR 
WNFIQNGAIMNKGTGRCLEVENRGLAGIDLILRSCTG 
QRWT I KNS I K* REGAGAL E PG PQDMAAP PNI WT S C PG 
GE TARGRQVLD GP PRAS PGQHRD PG 


2375 


A 


2 


630 


ESNSRCRKMPGERCRGGPARLSLLLDLPTRPLPHPRQ 
VI DFGSAS I FSE VRYVKE P YI QSRF YRAPE I LLGLPF 
CEKVDVWSLGCVMDELHLGWPLYPGNNEYDQVRYICE 
TQGLPKPHLLHAACKAHHFFKRNPHPDAANPWQLKSS 
ADYLAETKVRPLERRKYMLKSLDQIETVNGGSVASRL 
TFPDREALAEHADLKSMVELI SAC 


2376 


A 


77 


273 


PRTGMGCCLPGADPAEIRSSPSPSWSTAGSQGCWMTS 
FSPCSCAPCCSSGCACTTGFVSREKESV 


2377 


A 


1164 


464 


APWPLPLLRS PQSRPHSLGSLF PSLPGLAELDLQRTL 
SLQAPPVKEGPLFIHRTKGKGPLMSSSFKKLYFSLTT 
E ALS F AKT P S S KC VNE LNQ WL S ALRKVS I NNTGLLGS 
YHPGVFRGDKWSCCHQKEKTGQGCDKTRSRVTLQEWN 
D PLDHDLE AQL I YRHLLGVE AMLWERHRE LS GGAE AG 
TVPTS PGKVPEDSLARLLRVLQDLREAHS S S PAGS PP 
SEPNCLLELQT 


2378 


A 


706 


951 


MRCGWGPLGCLGTGAPAGWMVLGSPRSQLQRARWSRA 
SLSAFGWEIRLRPEGPKAPRQLLLVALESETLGVHGG 
ATPLHCL* 


2379 


A 


2 


456 


CVNTFGSYICKCHKGFDLMYIGGKYQCHDIDECSLGQ 
YQCSSFARCYNVRGSYKCKCKEGYQGDGLTCVYIPKV 
MIEPSGPIHVPKGNGTILKGDTGNNNWIPDVGSTWWP 
PKTPYIPPIITNRPTSKPTTRPTPKPTPIPTPPPPPR 
IPP 


2380 


A 


3 


1435 


LRRHFFFPPSFPPLLLPSLPLSSPLSSFPPRSAGACW 
GERLVLQALALRGRPAGSWRGEEAGTAMAPQKHGGGG 
GGGS GP SAG S GGGGFGGS AAVAAATAS GGKS GGGS CG 
GGGSYSAS S S S SAAAAAGAAVLPVKKPKMEHVQADHE 
LFLQAFEKPTQ I YRFL * TRNL I AP I FLHRTLT YMSHR 
NSRTNIKRKTFKVDDMLSKVEKMKGEQESHSLSAHLQ 
LTFTGFFHKNDKPSPNSENEQNSVTLEVLLVKVCHKK 
RKDVS C P I R Q VPTGKKQ VPLN PDLNQT KPGN F P S LAV 
SSNEFEPSNSHMVKSYSLLFRVTRPGRREFNGMINGE 
TNENIDVNEELPARRKRNREDGEKTFVAQMTVFDKNR 
RLQLLDGEYEVAMQEMEECPISKKRATWETILDGKRL 
PPFETFSQGPTLQFTLRWTGETNDKSTAPIAKPLATR 
NSESLHQENKPGSVKPTQTIAVKESLTTDLQKK 


2381 


A 


20 


1748 


KPFNVGLSLNKTERLQLSHGGCKARTAVRAGVFYRAV 
LQPLTLAQGGLPGGSGK/EGSSGCAGTDVGEQASGHR 
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SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Un known, *=Stop codon, 
/=possible nucleotide deletion ? =possible nucleotide 
insertion) 










ALS - QAVTPAPS - MGHPLSGS - GHQLEPQAGTS PNFA 
LVTLGHSRPQFPQL^GEALGRRGWPQPVS * * PGVSIR 
E T * EAARRGS AS ARQGRPS S * QGTC* I * RT/AGVKKT 
PAGQAREGQL * GGTAACGAVGPERVGI S PS \ QEHGPG 
GRRGVRVDKDT PAE S H PHS I P SNKGTP S RKPAVF PGA 
PVPPSLTPLSHKATLPSSLTGGRGGGGGKADCSGEPG 
CPVLCQQMPPFHLPLAPASDHPGSAPGLQPPQRKPEG 
LPGRCRSDPSGVPTAPESGPGPGEPRP/ GTQDALVWP 
CLGPCSGPSQDLGSGGTCGSLCSRHHPPLPRPT*VAS 
S*GQAGLSFAHPSPP/SRAELGQDANATPPSA*R/GS 
PAQRGINNWGGPVGGAGWAR/ PGQEATPAGTE YG * DC 
PSVGS PQAQDGGQGRRCEGGG\ PGPW*HH* AHS PCGA 
AGCWPRCRRSSAADQRAAQGAPPCAGTGAARRARVRC 
PAGAAGSAAARTRNRPAG*QSAPPGRTRGS 


2382 


A 


84 


428 


MSERVERNWSTGGWLLALCLAWLWTHLTLAALQPPTA 
TVLVQQGTCEVIAAHRCCNRNRIEERSQTVKCSCFSG 
QVAGTTRAKPSCVDDLLLAAHCARRDPRAALRLLLPQ 

PPSS 


2383 


A 


84 


428 


MSERVERNWSTGGWLLALCLAWLWTHLTLAALQPPTA 
TVLVQQGTCEVIAAHRCCNRNRIEERSQTVKCSCFSG 
QVAGTTRAKPSCVDDLLLAAHCARRDPRAALRLLLPQ 
PPSS 


2384 

* 


A 


1919 


3044 


HQGPSTPPSWAMSGPPTPLSREDWHQGPSTPPSWAMS 
EPPT/SSI QGLASGAVHTI LLGDVRAT YTS I QGVTSG 
VS QVSRAAQMAVP SSRILQLS KPKAPATLLE \ EWD PV 
PKPKPHVSDHNRLLHLAKVPRKEGS GKKVGAF PE I KG 
PEAFRDKARAMESQSNDMPFDELLALYGYEASDPISD 
RESEGGDVDPNLPDMTLDKEQIAKDLLSGEEEEETQS 
SADDLTPSVTSHEASDLFPNRSGCLLAGEAESSRGLL 
PRAQPVPRGAGLADNSRGALLRAHGTVRVGTTATVKP 
ADAPPESPRDRRSRNDSHRPTGPSESERQPQSNQPTL 
LLRGHGTIRVRTTATVKPADAPAESPRDRRSRNDSHG 
QSSRRSC 


2385 


A 


1206 


2266 


RHLLTIFHKLKIYKTINKIDFKKKRVTQLLVFCLFLC 
LFFSSEMVKNQTMVTEFLLLGFLLGPRIQMLLFGLFS 
LFYVFTLLGNGTILGLISLDSRLHTPMYFFLSHLAW 
NIAYACNTVPQMLVNLLHPAKPISFAGCMT*TFLFLS 
FAHTECLLLVLMS YDRYVAI CHPLRYF I IMTWKVC I T 
LAITSWTCGSLLAMVHVSLILRLPFCGPREINHFFCE 
I L S VLRLAC ADTWLNQ WI FAACMF I LVGPLCLVLVS 
YSHILAAILRIQSGEGRRKAFSTCSSHLCWGLFFGS 
AIVMYMAPKSRHPEEQQKVLFLFYSSFNPMLNPLIYN 
LRNVE VKGALRRALCKE SHS 


2386 


A 


1206 


2266 


RHLLTIFHKLKIYKTINKIDFKKKRVTQLLVFCLFLC 
LFFSSEMVKNQTMVTEFLLLGFLLGPRIQMLLFGLFS 
LFWFTLLGNGTILGLISLDSRLHTPMYFFLSHLAVV 
NIAYACNTVPQMLVNLLHPAKPI SFAGCMT* TFLFLS 
FAHTECLLLVLMS YDRYVAI CHPLRYF I IMTWKVC IT 
LAITSWTCGSLLAMVHVSLILRLPFCGPREINHFFCE 
I LS VLRLAC ADTWLNQWI FAACMF I LVGPLCLVLVS 
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SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Un known, *=Stop codon, 
/=possible nucleotide deletion,=possibIe nucleotide 
insertion) 










YSHILAAILRIQSGEGRRKAFSTCSSHLCWGLFFGS 
AIVMYMAPKSRHPEEQQKVLFLFYSSFNPMLNPLIYN 
LRNVE VKGALRRALC KE SHS 


2387 


A 


176 


371 


HFYFCFSDINLAAEPKVNRGKAGVKRSAAEMYGSVTE 
HPSPSPLLRSGTLLFITALCPSVGIFSF 


2388 


A 


3870 


3673 


MTQCIPEGLESYYAEQDSSAREKFYTVINHYNLAKQS 
ITRSVS PWMSVLSEEKLSEQETEAAEKSA 


2389 


A 


1 


542 


SGSSHASDGSGFQELRICSEDQTPLIAGMCSLPMARY 
YIIKYADQKALYTRDGQLLVGDPVADNCCAEKICTLP 
NRGLDRTKVPIFLGIQGGSRCLACVETEEGPSLQLED 
VNIEELYKGGEEATRFTFFQSSSGSAFRLEAAAWPGW 
FLCGPAEPQQPVQLTKESEPSARTKFYFEQSW 


2390 


A 


3 


569 


ILNERLANYLQKVRMLERENAELESKIQEESNKELPV 
LCPDYLSYYTTIEELQQKILCTKAENSRLVSQIDNTK 
LTADDLRAKYEAE VS LRQLVE SDANGLKQ I LNVLTLG 
KADLEAQVQSLKEELLCLKNNHKEE INSLQCQLGERL 
DIEVTAAPSADLNQVLQEMRCQYEPIMETNRKDVEQW 
FNTQ 


2391 


A 


3 


581 


GRRLRSEPRPARPPIARAWPPAPGADGRARRTRVPAP 
CLPRAPCYGVRPRAWRPRPARLRGGLVRWLLSGGPQP 
RR PRATER P S AGTGAAPRRTE PRGRCRGCGRGRG * GP 
RAWGLALCSPHSCSGAAWGPTTGSQRSWPAVARSWQG 
DSSRCPALRTTTVTAGSKAALPESAAEVSPMSSSPGR 
KRSGFAA 


2392 


C 


175 


454 


MGSLCFLPSLQYWCDELKVEXKTQGRGFPLPGSPASA 
SHASWTALVKGVGSGQAQEAEGSEEQEIGESPGQSQG 
VAGAGLGLNEGQVPRMXTR 


2393 


A 


157 


396 


GGGWTSCSVRFLEQQNQVLETKWELLQQLDLNNCKNN 
LEPILEGYISNLRKQLETLSGDRVRLDSELRSVRDW 

EDYKKR 


2394 


A 


126 


561 


WKMKKMCNWLRI INYTPDMARAAVDEAIQEGLEVWSK 
VTPLKFTKISKGIADIMIAFRTRVHGRCPRYFDGPLG 
VLGHAF P PGPGLGGDTHFDEDENWTKDGADLHDNS PF 
YGHDGCLAHAFPPGPGIGGDVHFDNDETRTKDFR 


2395 


A 


126 


561 


WKMKKMCNWLRI INYTPDMARAAVDEAIQEGLEVWSK 
VTPLKFTKISKGIADIMIAFRTRVHGRCPRYFDGPLG 
VLGHAF P PG PGLGGDTHFDEDENWTKDGADLHDNS PF 
YGHDGCLAHAFPPGPGIGGDVHFDNDETRTKDFR 


2396 


A 


1 


1452 


MAELRPSGAPGPTAPPAPGPTAPPAFASLFPPGLHAI 
YGECRRLYPDQPNPLQVTAIVKYWLGGPDPLDYVSMY 
RNVGSPSANI PEHWHYI S FGLSDLYGDNRVHEFTGTD 
GPSGFGFELTFRLKRETGESAPPTWPAELMQGLARYV 
FQSENTFCSGDHVSWHSPLDNSESRIQHMLLTEDPQM 
QPVQTPFGWTFLQIVGVCTEELHSAQQWNGQGILEL 
LRTVPIAGGPWL I TDMRRGET IFEI DPHLQERVDKG I 
ETDGSNLSGVSAKCAWDDLSRPPEDDEDSRS I C IGTQ 
PRRLSGKDTEQIRETLRRGLEINSKPVLPPINPQRQN 
GLAHDRAPSRKDSLESDSSTAI I PHELIRTRQLESVH 
LKFNQE S GAL I PLCLRGRLLHGRHFTYKS I TGDMAI T 
FVSTGVEGAFATEEHPYAAHGPWLQILLTEEFVEKML 
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SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletio impossible nucleotide 
insertion) 










EDLEDLTSPEEFKLPKEYSWPEKKLKVSILPDWFDS 
PLH 


2397 


A 


126 


434 


MCTKTI PVLWGCFLLWNL YVS S SQTI YPGI KARITQR 
ALDYGVQAGMKMIEQMLKEKKLPDLSGSESLEFLKVD 
YVNYNFSNIKISAFSFPNTSLAFVPGVGI 


2398 


A 


1489 


290 


FRPLATE PRGS S PVQLVS STMSVRTLPLLFLNLGGEM 
LYI LDQRLRAQNI PGDKARKVLND I I STMFNRKFMEE 
LFKPQELYS KKALRT V YE RL AHAS IMKLNQASMDKLY 
DLMTMAFKYQVLLC PRPKDVLLVTFNHLDTI KGF I RD 
SPTILQQVDETLRQLTEIYGGLSAGEFQLIRQTLLIF 
FQDLHIRVSMFLKDKVQNNNGRFVLPVSGPVPWGTEV 
PGLIRMFNNKGEEVKRIEFKHGGNYVPAPKEGSFEFY 
GDRVLKLGTNMYSVNQPVETHVSGSSKNLASWTQESI 
APNPLAKEELNFLARLMGGME 1 KKPSGPE PGFRLNLF 
TTDEEEEQAALTRPEELSYEVINIQATQDQQRSEELA 
RIMGEFEITEQPRLSTSKGDDLLAMMDEL 


2399 


A 


1489 


290 


FRPLATE PRGS S PVQLVS STMSVRTLPLLFLNLGGEM 
LYI LDQRLRAQNI PGDKARKVLND I I STMFNRKFMEE 
LFKPQELYS KKALRT VYERLAHAS IMKLNQASMDKLY 
DLMTMAFKYQVLLCPRPKDVLLVTFNHLDTIKGFIRD 
SPTILQQVDETLRQLTEIYGGLSAGEFQLIRQTLLIF 
FQDLHIRVSMFLKDKVQNNNGRFVLPVSGPVPWGTEV 
PGLIRMFNNKGEEVKRIEFKHGGNYVPAPKEGS FEFY 
GDRVLKLGTNMYSVNQPVETHVSGS S KNLAS WTQES I 
APNPLAKEELNFLARLMGGME I KKPSGPE PGFRLNLF 
TTDEEEEQAALTRPEELSYEVINIQATQDQQRSEELA 
RIMGEFEITEQPRLSTSKGDDLLAMMDEL 


2400 


A 


1214 


1357 


NKINMFIAALFTIAKT\WNQPK\CPTMIDWIKKRGSS 
RVASSSSPTRTR 


2401 


A 


85 


396 


MIL I NFRE I CLKVLHT PLCVS GGC VLL Y I LALTC C YT 
NSLLISHLPPLSLPTETQTHLFMYRVLKVRKDIKNHV 
FHPTYLVAKETETYGEELI PLPPCREHQD* 


2402 


A 


919 


1439 


KLKDFFFEMEYCSVAQAGVQWSLQPPSPWFKQFSYVS 
LPSSWDYSHLPPCPANLFLVEMRFHLVGQAGLKLLTS 
GDPPASASRSAGIIGVSHHAWPKIKRFYETKWLPILS 
IQLLSGLFI WALL FFC FVLHF C S I I WGN SLEVFPESV 
CRHNKI CVLCTQKHNVS YES I TQPV 


2403 


A 


74 


226 


MSSWPRMLAHCFYLLKALSSSYLIKEMTIMPGTLLST 
LCILTHLNLPTPL* 


2404 


A 


255 


369 


PTESAPGLGFCFPDFGQSLPNEKQTSAI \ LSDHQQSQ 
LC 


2405 


A 


5671 


1873 


GREREEELQWRRRRRQRRGAAAPAAPAGGI EAVNMAS 
AS YHI SNLLEKMTS SDKDFRFMATNDLMTELQKDS I K 
LDDDSERKWKMILKLLEDKNGEVQNLAVKCLGPLVS 
KVKE YQVET I VDTLCTNMLSDKEQLRD I S S I GLKTVI 
GELPPASSGSALAANVCKKITGRLTSAIAKQEDVSVQ 
LEALDIMADMLSRQGGLLVNFHPSILTCLLPQLTSPR 
LAVRKRTIIALGHLVMSCGNIVFVDLIEHLLSELSKN 
DSMSTTRTYIQCI AAI SRQAGHRI GE YLEKI I PLWK 
FCNVDDDELREYCIQAFESFVRRCPKEVYPHVSTIIN 
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ID 


Method 
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beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 






• 




ICLKYLTYDPNYNYDDEDEDENAMDADGGDDDDQGSD 
DEYSDDDDMSWKVRRAAAKCLDAWSTRHEMLPEFYK 
TVSP\ALISRFKEREENVRADVFHAYLSLLKQTRPVQ 
SWLCDPDAMEQGETPLTMLQSQVPNIVKALHKQMKEK 
S VKTRQ C C FNML TE L VNVL P G ALTQH I PVLVPGI I FS 
LND KSSSSNLKI DAL S CLYVI LCNHS PQVFHPHVQAL 
VP PWACVGD P F YKI TS EALLVTQQL VKVI RPLDQ P S 
SFDATPYIKDLFTCTIKRLKAADIDQEVKERAISCMG 
QI I CNLGDNLGSDLPNTLQI FLERLKNE I TRLTTVKA 
LTL I AGS PLKI DLRPVLGEGVPI LAS FLRKNQRALKL 
GTLSALDILIKNYSDSLTAAMIDAVLDELPPLISESD 
MHVSQMAISFLTTLAKVYPSSLSKISGSILNELIGLV 
RSPLLQGGALSAMLDFFQALWTGTNNLGYMDLLRML 
TGPVYSQSTALTHKQSYYSIAKCVAALTRACPKEGPA 
WGQFIQDVKNSRSTDSIRLLALLSLGEVGHHIDLSG 
QLELKSVILEAFSSPSEEVKSAASYALGSISVGNLPE 
YLPFVLQE I TSQPKRQYLLLHSLKEI I S SASWGLKP 
YVENIWALLLKHCECAEEGTRNWAECLGKLTLIDPE 
TLLPRLKGYLISGSSYARSSWTAVKFTISDHPQPID 
PLLKNCIGDFLKTLEDPDLNVRRVALVTFNSAAHNKP 
SLIRDLLDTVLPHLYNETKVRKELIREVEMGPFKHTV 
DDGLDIRKAAFECMYTLLDSCLDRLDIFEFLNHVEDG 
LKDH YD I KMLT FLML VRL S TLC P S AVLQRLDRL VE PL 
RATCTTKVKANSVKQEFEKQDELKRSAMRAVAALLTI 
PEAEKSPLMSEFQSQISSNPELAAIFESIQKDSSSTN 

LESMDTS 


2406 


A 


1 


824 


THACALISSRFIILSSFHVI LNKTKHTCIHTHSLTLK 
MQDEERYMTLNVQSKKRSSAQTSQLTFKDYSVTLHWY 
KILLGISGTVNGILTLTLISLILLVSQGVLLKCQKGS 
CSNATQYEDTGDLKVNNGTRRNISNKDLCASRSADQT 
VLCQSEWLKYQGKCYWFSNEMKSWSDSYVYCLERKSH 
LLIIHDQLEMSLV\QF*AFIQKNLRQLNYVWIGLNFT 
S LKMT WT WVDGS PIDSKIFFI KGPAKEN S C AA I KESK 
I FSETCSSVFKWI CQY 


2407 


A 


182 


418 


MCCELLAWIATLIIKIGLWLLYFIKLLIHIEFIKR 
HSILKCESI FNLNVGI RMYPGQVNF CETLQMLDGFGR 
IFQTK 


2408 


A 


65 


320 


LQMSSLPTAAPALDVDWQSSTTFASCSTDMCIHVCRL 
GCDRPVKTFQGHTVSESSCHWSRVCENVMWEPILVCL 

ELKATAAADQL 


2409 


A 


923 


358 


ALSCGPFPQPLGDKLFRWWLLPLSRFLMRVLDSYGDD 
YRASQFTIVLEVSVGPPGGSGTGSSGPTHHLPPPPAC 
QDEGSQGTDAPTPGNAENEPPEKETLSPPRRTPAPPE 
\ PGS P\ APGEGPSGRKRRRVPRDGRPAGNALTPELAP 
VQIKVEEDFGFEADEALDSSWVSRGPDKLLPYPTLAS 
PAFD 


2410 


A 


923 


358 


ALSCGPFPQPLGDKLFRWWLLPLSRFLMRVLDSYGDD 
YRASQFTIVLEVSVGPPGGSGTGSSGPTHHLPPPPAC 
QDEGSQGTDAPTPGNAENEPPEKETLSPPRRTPAPPE 
\PGSP\APGEGPSGRKRRRVPRDGRPAGNALTPELAP 
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ID 
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nucleotide 
location of 
first amino 
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of peptide 
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peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










VQIKVEEDFGFEADEALDSSWVSRGPDKLLPYPTLAS 
PAFD 


2411 


A 


923 


358 


ALSCGPFPQPLGDKLFRWWLLPLSRFLMRVLDSYGDD 

YRAS Q FT I VLE VS VGP PGGS GTGS SGPTHHL P P P PAC 
QDEGSQGTDAPTPGNAENEPPEKETLSPPRRTPAPPE 
\PGSP\APGEGPSGRKRRRVPRDCRPAGNALTPELAP 
VQIKVEEDFGFEADEALDSSWVSRGPDKLLPYPTLAS 

PAFD 


2412 


A 


12 
r 


1154 


GILRQKEREERNRIHKKEILFLEHLLWPSEMSSLSG 
KVQTVLGLVEPSKLGRTLTHEHLAMTFDCCYCPPPPC 
QEAISKEPIVMKNLYWIQKNAYSHKENLQLMQETEAI 
KEELLYFKANGGGALVENTTTGISRDTQTLKRLAEET 
GVHIISGAGFYVDATHSSETRAMSVEQLTDVLMNEIL 
HGADGTS I KCGI I GE I GC S WPLTE S ERKVLQATAHAQ 
AQLGCPVIIHPGRSSRAPFQIIRILQEAGADISKTVM 
SHLDRTILDKKELLEFAQLGCYLEYDLFGTELLHYQL 
GPDIDMPDDNKRIRRVRLLVEEGCEDRILVAHDIHTK 
TRLMKYGGHGYSHILTNWPKMLLRGITENVLDKILI 
ENPKQWLTFK 


2413 


A 


575 


759 


SVYSASSCKCCNYRKTEQIPDCEQPPASSMPERPSHE 
SQPTPQMMPLSAPSRAEELGQRPG 


2414 


.A. 


131 


1677 


VRGDDLTRALRARRRRSGSGSNFRWEPQATGILLFL 
PPPPVCPAPLPLSLLFPAPPAKMNSSDEEKQLQLITS 
LKEQAI GE YEDLRAENQKTKE KCDKI RQERDE AVKKL 
EEFQKI S HMVI EE VNFMQNHLE I EKTCRE S AE ALATK 
LNKENKTLKRI SMLYMAKLGPDVI TEE INIDDEDSTT 
DTDGAAETCVSVQCQKQIKELRDQIVSVQEEKKILAI 
ELENLKSKLVEVIEEVNKVKQEKTVLNSEVLEQRKVL 
EKCNRVSMLAVEEYEEMQVNLELEKDLRKKAESFAQE 
MF I EQNKLKRQ SHLLLQS S I PDQQLLKALDENAKLTQ 
QLEEERIQHQQKVKELEEQLENETLHKEIHNLKQQLE 
LLEEDKKELELKYQNSEEKARNLKHSVDELQKRVNQS 
ENSVPPPPPPPPPLPPPPPNPIRSLMSMIRKRSHPSG 
S GAKKE KAT Q PE TT E E VTDL KRQ AVE EMMDR I KKG VH 
LRPVNQTARPKTKPESSKGCESAVDELKGILASQ 


2415 


A 


1157 


918 


RSGVPDQPGQHGEAPSLLKIQNLAGRSGGPL*SQLLR 
RENRLNLGGGLP*AKIAPRLHPCTPAWVTDRDSVSKK 
KILFP 


2416 


A 


70 


222 


MFCSFPLLILQVYPTWKNPNWHLTFHTSVFSFPKGVR 
SLARGI PDHLHSA* 


2417 


A 


163 


531 


MQQMMWAGLLCPQLEWLQGRACRPCGLLASDAAALWF 
RGGI SAWED S CAVSNI RHE AYNCHLS VFLNRCANELT 
VQFLII LAFQ I MLS CAVIAPAVPVFQRLTLKRS GRT S 
LGSTGRLHFCK* 


2418 


A 


60 


266 


MKRLRFVLRVFQMTAFITGAHTITNYSDRRLYISPLS 
HFFMNSGSSAQSVLSHSYVSQIFFKNVSKYF ••' 


2419 


A 


218 


1885 


QSDLSTRTQLARLLFCAKTGELVGTMKIFCSRANPTT 
GS VEWLEEDEHYDYHQE I ARS S YADMLHDKDRNVKYY 
QGI RAAVSRVKDRGQKAIiVLD I GTGTGLLSMMAVTAG 
ADFCYAI EVFKPMADAAVKI VEKNGFSDKI KVINKHS 



( 
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nucleotide 

location of 
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sequence 


Amino acid sequence (X=Un known, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










TEVTVGPEGDMPCRANILVTELFDTELIGEGALPSYE 
HAHRHLVEENCEAVPHRATVYAQLVESGRMWSWNKLF 
PIHVQTSLGEQVIVPPVDVESCPGAPSVCDIQLNQVS 
PADFTVLSDVLPMFSIDFSKQVSSSAACHSRRFEPLT 
S GRAQWL S WWD I EMDPEGKI KCTMAP FWAHSD PEEM 
QWRDHWMQCVYFLPQEEPWQGSALYLVAHHDDYCVW 
YSLQRTS PEKNERVRQMRPVCDCQAHLLWNRPRFGE I 
NDQDRTDRYVQALRTVLKPDSVCLCVSDGSLLSVLAH 
HLGVEQVFTVESSAASHKLLRKIFKANHLEDKINIIE 
KRPELLTNEDLQGRKVSLLLGEPFFTTSLLPWHNLYF 
WYVRTAVDQHLGPGAMVMPYAASIiHAVVVEFKDLWRI 
R 


2420 


A 


2121 


1148 


HYLGSLELGQCGQLSPLPCGLQVALYKSVPTRLLSRA 
WGRLNQ VE L PHWLRRPVYS L Y I WT FGVNMKE AAVEDL 
HHYRNLSEFFRRKLKPQARPVCGLHSVISPSDGRILN 
FGQVKNCEVEQVKGVTYSLESFLGPRMCTEDLPFPPA 
ASCDSFKNQLVTREGNELYHCVIYLAPGDYHCFHSPT 
DWTVSHRRHFPGSLMSVNPGMARWI KELFCHNERWL 
TGDWKHGF F S LTAVGATN VGS I R I YFDRDLHTNS PRH 
SKGSYNDFSFVTHTNREGVPMRKGEHLGEFNLGSTIV 
LIFEAPKDFNFQLKTGQKIRFGEALGSL 


2421 


A 


195 


859 


GCPGCCSPRCCLAGAHSDGPGPGSSCSSRGRQVSGNR 
AWTGP S S QARRS PGLRGQGRLAGARP P S WPE /EDS RV 
PGKDKL*GKELEISA*SQPPSARPPSGCTAPGANRNS 
WTNSSERILRAHF/APLPPSPPPPLEAGG/LPP*GAT 
RGPSAVPSFPSVSGDWGGPVEAGRAGSRAEGEPGRAL 
APSLLCSLPPRFAGSQALGLPWAVTAERWQELRASEL 
RNR 


2422 


A 


87 


594 


KC LRKS D E ALNR VLQQ I \ RVP PKMKRGTS LHS RRGKP 
EAPKGSPQINRKSGQEMTAVMQSGRPRSSSTTDAPTG 
SAMME I AC AAAAAAAACL PGE EGTAER I ERLEVS S LA 
QTS S AVAS STDGS I HTDS VDGTPD PQRTKAAI AHLQQ 
KILKLTEQIKIAQTARRNRRPG 


2423 


A 


2230 


990 


NS S GVKLLQALGLS PGNGKDHS I LHS RNDLEE AF I HF 
MGKGAAAERF F S DKE T FHD I AQVAS E F PGAQHY VGGN 
AALIGQKFAANSDLKVLLCGPVGPKLHELLDDNVFVP 
PE SLQEVDE FHLI LE YQAGEE WGQLKAPHANRF I FSH 
DLSNGAMNMLEVFVSSLEEFQPDLGGLSGLHMMEGQS 
KELQRKRLLEWTSI SDI PTGI PV\HLELG\ SMTNRE 
LMS S I V\ LQQVFPAVTSLGLNEQELLFLTQSASGPHS 
SLSSWNGVPDVGMVSDILFWILKEHGRSKSRASDLTR 
I HFHTLVYH I L AT VD GHWANQ LAAVAAGARVAGTQ AC 
ATETIDTSRVSLRAPQEFMTSHSEAGSRIVLNPNKPV 
VEWHREGISFHFTPVLVCKDPIRTVGLGDAISAEGLF 
YSEVHPHY 


2424 


A 


1 2 2 


505 


MLWELVLLGE PLWMAPS PSES SETVLALVNC I S PLK 
YFSDFRPYFTIHDSEFKEYTTRTQAPPSVILGVTNPF 
FAKTLQHWPHI IRIGDLKPTGEI PKQVKVKKLKNLKT 
LDSKPGVYTSYKPYSN* 


2425 


A 


2 


271 


GSVALHVEKLPMEPNRLLILHGFLDENVHFFHTMFLV 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possibIe nucleotide deletion 5 =possible nucleotide 
insertion) 










SQL I RAGKP YQLQ VAL P PVS PQ I YPNERHS I RC PE S G 
EHYEVTLLHFLQEYL 


2426 


A 


2 


271 


GSVALHVEKLPNEPNRLLILHGFLDENVHFFHTNFLV 
SQL I RAGKP YQLQ VALP PVS PQ I YPNERHS I RC PE S G 
EHYEVTLLHFLQEYL 


2427 


A 


2 


271 


GSVALHVEKLPNEPNRLLILHGFLDENVHFFHTNFLV 
SQLI RAGKP YQLQVALPPVS PQI YPNERHS IRC PE SG 
EHYEVTLLHFLQEYL 


2428 


A 


245 


392 


GPGCIPAALLQPPKDDKKKKDAGKSAKKDKDPVNKSG 
GKAKKKVE I RPL 


2429 


A 


138 


1671 


EAVQVLI KHSADVNARDKNWQTPLHVAAANKAVKCAE 
VI I PLLS S VNVSDRGGRTALHHAALNGHVEMVNLLLA 
KGANI NAFDKKDRRALHWAAYMGHLD WALL I NHGAE 
VTCKDKKGYTPLHAAASNGQINWKHLLNLGVEIDEI 

N VYGNTALH I AC YNGQD AWNE L I D YGANVNQ PNNNG 
FTPLHFAAASTHGALCLELLVNNGADVNIQSKDGKSP 
LHMTAVHGRFTRSQTLIQNGGEIDCVDKDGNTPLHVA 
ARYGHELL INTL I TSGADTAKCGI HSMFPLHLAALNA 
HSDCCRKLLS SGQKYS I VSLFSNEHVLSAGFE I DTPD 
KFGRTCLHAAAAGGNVE C I KLLQ S S GAD FHKKD KCGR 
TPLHYAAANCHFHCIETLVTTGANVNETDDWGRTALH 
YAAASDMDRNKTILGNAHDNSEELERARELKEKEATL 
CLEFLLQNDANPSIRDKEGYNSIHYAAAYGHRQCLEL 
LLERTNSGFEESDSGATKSPLHLAVSEMP 


2430 


A 


1266 


210 


PWAVSQLASGG\ATIPGIRGAGRSRPPGILVPACTSE 
G/ P / S S QYNFI AD WE KTAP AW Y I E I LDRHPFLGRE 
VPI SNGSGF WAADGLI VTNAHWADRRRVRVRLLSG 
DTYEAWTAVDPVADIATLRIQTKEPLPTLPLGRSAD 

VRQGE FWAMGS P FALQNT I T SGI VS S AQRPARDLGL 
PQTNVEYIQTDAAIDFGNSGGPLVNLDGEVIGVNTMK 
VTAGISFAIPSDRLREFLHRGEKKNSSSGISGSQRRY 
I GVMMLTLS PS I LAELQLRE PS F PDVQHGVL IHKVI L 
GS PAHRAGLRPGDVI LAI GEQMVQNAEDVYEAVRTQ S 
QLAVQIRRGRETLTLYVTPEVTE 


2431 


A 


80 


403 


MLWFSGVGALAERYCRRS PGI TCCVLLLLNCSGVPMS 
LAS S FLTGS VAKCENEGE VLQ I PFITDNPC I MCVCLN 
KEVTCKREKCPVLSRDCALAI KQRGACCEQCKGC 


2432 


A 


469 


1020 


GISGKAGGSMRSGSVCSGAAAMPIEEPALRSWQRPFL 
KWAGGKYS LL PELDRL I PAGKRL I E PF VGGGS VFLNS 
DKHERFLLADVSADLINLYQMLAWPDSVIYEAMKAF 
RHLNDAENYTL I REAFNAQRLDAVERAAAFLYLNRHC 


2433 


A 


1 


266 


GHFRVPALGYLDVRIVDTDYSSFAVLYIYKELEGALS 
TMVQLYSRTQDVSPQALKAFQDFYPTLGLPEDMMVML 
PQSNACNPESKEAP 


2434 


A 


2 


1318 


LRKEGRCRRGSNRGVWAAPAEGLGGRGMLGVRCLLRS 
VRFCSSAPFPKHKPSAKLSVRDALGAQNASGERIKIQ 
GWIRSVRSQKEVLFLHVNDGSSLESLQWADSGLDSR 
ELTFGSSVEVQGQLIKSPSICRQNVELKAEKIKVIGNC 
DAKDFPIKYKERHPLEYLRQYPHFRCRTNVLGSILRI 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 

ending 

nucleotide 

location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (A— un Known, —atop couun, 
/=possible nucleotide deletion,=possible nucleotide 
insertion) 










RSEATAAIHSFFKDSGFVHIHTPIITSNDSEGAGELF 
QLEPSGKLKVPEENFFOTPAFLTVSGQLHLEVMSGAF 
TQVFTFGP I r KAJ±JNoyoKK.nJjAii.r x l v i JL iLAJi lor vjl/O-lj 
QDLMQVIEELFKATTMMVLSKCPEDVELCHKFIAPGQ 
KDRL* HMLKNNFLI I S YTEAVEILKQASQNFTFTPEW 
GADLRTEHEKYLVKHCGNIPVFVINYPLTLKPFYMRD 

NEDGPQELEGSVA* HSLGLMI LLS I WIGQP 


2435 


A 


58 


501 


GNKAFVCFYLSQLENYGMPFSRTEDGKIYQRAFGGQS 
LKFGKGRQAHRC C CVADRTGHS I LHT S YGRS LRYDTS 
YFVEYFALDLLMENRECRG V IAQCNEDGfo 1HH1 KAJMN 
TWATG* ESNF YF I S FVKMNKFLLECLYFKENRGI VE 


2436 


A 


3 


717 


DSLDNHRCRGDLTKTYSLEAYDNWFNCLSMLVATEVC 
RWKKKHRTRMLEFFIDVARECFNIGNFNSMMAI I SG 
MNLS PVARLKKTWS KVKTAKFDVLEHHMDPS SNFCNY 
RTALQGATQRSQMANSSREKIVI PVFNLFVKDIYFLP 
QNP\SNHLPNGHlNFKKFWEISRQlHJtii^Ml WlUVJiUF 
FEKDKKIP\SYLLTAPHPTARKLSSSPSFESEGPENH 

MEKZ)SWKTLRTT1j1jNRA ! 


2437 


A 


130 


726 


ITCCGYDALSSIRKNLCCLWICSKPYSLLMGEGDAFW 
APSVLPHSTLSTLSHHPQPQFGRGMESKVSQGGLNVT 
LTIRLLMHGKEVGS I IGKKGETVKKMREESGARIMI S 
EGNCPERIVTITGPTDAIFKAFAMIAYKFEEDIINSM 
SNSPATSKPPVTLRLWPASQCGSLIGKGGSKIKEIR 
EVTGPSQPGPLRSL 


2438 


A 


401 


249 


DTLIYTCAPEFDFMEKATPLRYTKTLLLPWMVITCF 
I FKKTVRD I S CVLA 


2439 


A 


1671 


429 


TGGRVGGS RS RRAL PL PAP VE AGVLTS AGPS GWWQR 
IEDTTKMAAVSGLVRRPLREVSGLLKRRFHWTAPAAV 
QV\TWDAINQGMDEELERDEKVFLLGEEVAQ\YDGA 
YKVSRGLWKKYGDKRI I \DTPISEMGFAWELLVC_rAA± 
GWGLRPILLNLWTFNFSM\QAI\DQVINSAAKTYYM\ 
S G\ GLQ P VL X VS WGPN \ GAS AGVAAQHSQC F AAW YGH 
CPGLKWSP\WTS*DAKGLIKSAIRDNNPWALENEL 

M YGVP F \ E F P PE AQS KD F \ L I P I GKAKI EMHGTH I TV 
VSHSRPVG\HCLRSLPAS/VLSKEGVEC\EVINMRT\ 
IRP\MDMET\IEA\SVMKTKFIL*LWEGGWPQFG\VG 
A\ E I CAR I M \ EGPAFNF \ LDAPAVRVTGADVPMP YAK 
ILEDNS I POVKDI I FAI KKTLNI 


2440 


A 


66 


1349 


APNSESGTQGPLPTPANLFWTRRANPDPTTSMSATDR 
MGPKAVPGLRLALLLLLGLGTPKSGVQGQEGLDFPEY 

DGVDRVI NVNAKN YKNVF KKYE VL ALL YHE PPEDDKA 
pot? OTrPMRPlT iT T .ELAAOVLEDKGVGFGLVDSEKDAAV 
AKICLGLTEVDSMYVFKGDEVIEYDGEFSADTIVEFLL 
DVLEDPVELI EGERELQAFENI EDE IKLIGYFKS KDS 
EHYKAFEDAAEEFHPYIPFFATFDSKGAKKLTLKLNE 
IDFYEAFMEEPVTIPDKPNSEEEIVNFVEEHRRSTLR 
KLKPESMYETWEDDMDGIHIVAFAEEADPDGFEFLET 
LKAVAQDNT EN PDL S 1 1 W I D PDD F PLLVP YWE KT FD I 
DLSAPQIGWNVTDADRLWMEMDDEEDLPSAEELEDW 
LEDVLEGEINTEDDDDDDDD 
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SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 

location of 1 
first amino I 
acid residue 
of peptide j 
sequence [ 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (A— unknown, — M.op couon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 


2441 


A 


1002 


2209 


VYPYNPLAFFRERLQPNCPFHSSEGSSGKLS*PPSPS 
FTSSLCDSRTSGFGASSTTH*HS*IRATLISSAFTLA 
VAWAALLCPPISSCSSETWLSLRQMGSEPKVQPSLCfc, 

AS PS S VHLP PLPSWAVS VQAS PGS S PSMGPRGS S VS P 
PLAGGEAGLPTSGNPPNSSPWASGQGGWASLSLTSLS 
SQLSGWMAAA*LGSFSSSSSFSWGTWLSPFVSSSITG 
AESTGTS TD AVSNFLS AFKE PEAVMGSGS SWAGS S S S 
RVP PNS S SDEHVPGS PAVS S VATGFTTGS S TLE IITC 
SVPSGGGLGPGRERLSPLANELGTSGCFSSSDSWNTS 
LLRVSLPGTPGRMAEALLAGLAWFDPVGGFRSVKLDT 
LSLGKAMLS SNKLCFFKIAAS F I TFRVS S SRI 


2442 


A 


1 


933 


MGSRLLCWVLLCLLGAGPVKAGVTQTPKHLITATGyy 
VTLRCSPRSGDLSVSWYQQSLDQGLQFLIQYYNGEER 
AKGNILERFSAQQFPDLHSELNLSSLELGDSALYFCA 
SSVKVGTGELFFGEGSRLTVLEDLKNVFPPEVAVFEP 

S E AE I S HTQ KATLVCLATGF Y PDHVE Lj b W W V N U KJi v t± 
SGVSTDPQPLKEQPALNDSRYCLSSRLRVSATFWQNP 
RNHFRCQVQFYGLSENDEWTQDRAKPVTQIVSAEAWG 
RADCGFTSESYQQGVljfaAl XJ_j x £LXJ-iij^i\Aii-i iavjj vjd 
AL VLMAMVKRKD S RG 


2443 


A 


368 


18 


SRTPENYLKS S IDSAHRQKRKRTI PSAKGTFPGFFRA 
AKLLCQSLSPFMTGRAP*ALAGDTSAFMALLPRTHLS 
ATPAVCPFPETFI SSVFVASLFTI LELKYHLLREAFP 
LLPS*N 


2444 


A 


5 


235 


DSSRMSYQQQQCKQPCQPPPVCPTPKCPEPCPPPKCP 
EPCPPPKCPQPCPPQQCQQKYPPVTPSPPCQSKYPPK 

SK 


2445 


A 


82 


2929 


TRTKRRLGREKAMASPPRGWGCGELLLPFMLLGTLCE 
PGSGQIRYSMPEELDKGSFVGNIAKDLGLEPQELAER 
GVRIVSRGRTQLFALNPRSGSLVTAGRIDREELCAQS 
PLCWNFN I LVENKMKI YGVEVE 1 1 D INDNF PRFRDE 
ELKVKVNENAAAGTRLVL P FARDADVGVNS LRS YQLS 
SNLHFSLDWSGTDGQKYPELVLEQPLDREKETVHDL 
LLTALDGGDPVLSGTTHIRVTVLDANDNAPLFTPSEY 
SVSVPENIPVGTRLLMLTATDPDEGINGKLTYSFRNE 
EEKISETFQLDSNLGEISTLQSLDYEESRFYLMEVVA 
QDGGAL VAS AKVWT VQD VNDNAPE VI LTSLTSSISE 
DCLPGTVI ALFSVHDGD SGENGE I ACS I PRNLPFKLE 
KSVDNYYHLLTTRDLDREETSDYNITLTVMDHGTPPL 

S TE S H I PLKVAD VNDN P PNF PQAS Y S TS VTENN PRGV 
SI FS VTAHDPDSGDNARVTYSLAEDTFQGAPLS S YVS 
t "M c nTP \ 7T . v A T ,T? C T?r» VT? Ci T J? D T . O T tWVT A S D S GN P PL S 
SNVS LS LF VLDQNDNT PE I LY PALPTDGS TGVE LAPR 
S AE PGYLVT KWAVDKDS GQNAWLS YRLLKAS E PGLF 
AVGLHTGE VRTARALLDRDAL KQS L WAVEDHGQ PPL 
SATFTVTVAVADR I PD I LADLGS IKTPI D PEDLDLTL 
YLWAVAAVSCVFLAFVIVLLVLRLRRWHKSRLLQAE 
GSRLAGVPASHFVGVDGVRAFLQTYSHEVSLTADSRK 
SHLIFPQPNYADTLLSEESCEKSEPLLMSDKVDANKE 
ERRVQQAPPNTDWRFSQAQRPGTSGSQNGDDTGTWPN 
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SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location ot 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (A— Unknown, — ^top cocion, 
/^possible nucleotide deIetion,=possible nucleotide 
insertion) 










NQFDTEMLQAMILASASEAADGSSTLGGGAGTMGLSA 
RYGPQFTLQHVLQGELGSDYRQiSrVYIPGSNATLTNAA 
GKRDGKAP AGGNGNKKKS GKKE KK 


2446 


A 


61 


241 


ANLGPTAPPRSGPVLGAGEKGRGEMRRAPFFLSAGGL 
ETPPPSAALLWAPGRRADEI SGL 


2447 


A 


1 


306 


CGCGSCGGCGGRCGGGCGGGCSGGCGGGCGGGCGGGC 

ft ft i — a mm f\-^ rriT Tfi ft «~i r~ i C~i /"J T~» /~i T~> /~i ft ft ft /""I y*1 O n"i T""iT 7T ft ft ft 

GSCTTCRCYRVGCCSSCCPCCRGCCGGCCSTPVICCC 
RRTCGSCGCGYGKGCCQQKCCCQKQCCC 


2448 


A 


3 


761 


YAKLGTRDPSKLCRHSLKCLECNEVFQDETSLATHFQ 
QAADTSGQQMKKHPCRQCDKSFSSSHSLCRHNRIKHK 
G I RKV YAC S H C P D S RRT F T KRLMIj E. KHVQ IjMHtjliUJP 
DLKE / TDRCHQ * GGNRNKRRH * GPQSQAE VGRTS SGV 
QASPRoJnHo 1 !JiJvAJ±i>JU\.b r ivVHiVL-A VCkjr J. 1 iLJMijij^J 
FHEHIPQHKSDGSSYQCRECGLCYTSHVSLSRHLFIV 
HKLKEPQPVSKQNGAGEDNQQENKPSHEGGI P 


2449 


A 


2740 


2525 


MIETWLWLLLLNVGGTGQWSGPTFRRENVLPAAHIGP 
KYGPLLPSTAKGTVKVSCPSSTPHPPLQGKGTPD* 


2450 


A 


656 


513 


MSLLLPPLALLLLLAALVAPATAATAYRPDWNRLSGL 

mn 7\ tit TTTirnfiftfi 

TRARVE 1 Lbb* 


2451 ' 


A 


42 


266 


KLILLKIQYFNLLMKCCFRIKGKLEEQRPERVKPFMT 
GAAEQIKHILANFKNYQVNTLSIWIKGLYNFNCKSKN 


2452 


A 


6 


664 


*r tm^iti r\mn t\ nmn t~> "a titto "T"t Tnmn T T 7 ft ftf\~r f\ t~\ ft f\ Ti*K.T TV T~*\f\ft 

L P GR PTRAP TR P AEH S I VGTRL V S C Q LQ P S Q PNAD Q L-r 
KLTTMRIAVICFCLLGITCAIPVKQADSGSSEEKQLY 
NKYPDAVATWLNPDPSQKQNLIiAPQTLPSKSNESHDH 
MDDMDDEDDDDHVDSQDSIDSNDSDDVDDT\DDSHQS 
DE SHHSDE S \ D\ ELVTDF PTDLPATE VFT PWPTVDT 
YDGRGDSWYGLRSKSKKFRRPDIQYPDATDEDITS 


2453 


A 


68 


348 


IQGMHFAAGRLSTKTFCTGHGSPVDICTAKPRDIPMN 
PMGIYRSPEKKATEDEGSEQKI PEATNRRDVEPTKAN 
SRFATTFYQHLADSKNDND 


2454 


A 


5214 


352 


MAKS GGCGAGAGVGGGNGALTWVNNAAKKEE S E TANK 
NDS S KKL S VERVYQKKTQLEH I LLRPDT YI GS VE PLT 
QFMWVYDEDVGMNCRE VTFVPGLYKI FDE I LVNAADN 
KQRDKNMTC I KVS IDPESNI I S I WNNGKGI PWEHKV 

EKVYVPALI FGQLLTS snydddekkvtggrngygakl 

CNIFSTKFTVETACKEYKHSFKQTWMNNMMKTSEAKI 
KHFDGEDYTCITFQPDLSKFKMEKLDKDIVALMTRRA 
YDLAGSCRGVKVMFNGKKLPVNGFRSYVDLYVKDKLD 
ETGVALKVI HELANERWDVCLTL SEKGFQQIS FVNS I 
ATTKGGRHVDYWDQWGKLI E WKKKNKAGVS VKPF 
QVKNHIWVFINCLIENPTFDSQTKENMTLQPKSFGSK 

ftf\T O'CtTTPTPT/' A 7V CKTf^r* CTT .TsTTAnJTf T?"Pf HOT'OT .T\f~WW Q 
C 1 i.S KK H t* IVtVo.oJNiL.tj J- V th o a. J-JlN W v tS-V j\jE\\^ JL i^XjlM 1Vi\A_.o 

SVKYSKIKGIPKLDDANDAGGKHSLECTLILTEGDSA 
KSLAVSGLGVIGRDRYGVFPLRGKILNVREASHKQIM 
ENAE I NN I I KI VGLQ YKKS YD D AQ S LKT LR YGKI M I M 
TDQDQDGS H I KGLL I NF I HHMWP S LLKHGFLEE F I T P 
IVKASKNKQELSFYSIPEFDEWKKHIEMQKAWKIKYY 
KGLGTSTAKEAKEYFADMERHRILFRYAGPEDDAAIT 
LAFSKKKIDDRKEWLTNFMEDRRQRRLHGLPEQFLYG 
TATKHLT YND F I NICE L I LF SNS DNERS IPS LVDGFKP 
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SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










GQRKVLFTCFKRNDKREVKVAQLAGSVAEMSAYHHGE 
Q ALMMT I VNLAQNF VGSNN INLLQ P I GQ FGTRLHGGK 
D AAS PRY I FTML S TLARLL F P AVDDNLLKFL YDDNQR 
VE PEWYI PI I PMVLINGAEGI GTGWACKLPNYDARE I 
VNNVRRMLDGLDPHPMLPNYKNFKGTIQELGQNQYAV 
SGEI F WDRNT VE I TEL PVRTWTQVYKE QVL E PMLNG 
TDKT PAL I S D YKE YHTDT T VKF WKMTE E KLAQ AE AA 
GLHKVFIOjQTTLTCNSMVLFDHMGCLKKYETVQDILK 
EFFDLRLSYYGLRKEWLVGMLGAEFTKLNNQARFILE 
KIQGKITI *NRS KKD L I QMLVQRGYE S D PVKAWKEAQ 
EKAAEEDETQNQHDDSSSDSGTPSGPDFNYILNMSLW 
SLTKEKVEELIKQRDAKGREVNDLKRKSPSDLWKEDL 
AAFVEELDKVESQEREDVLAGMSGKAIKGKVGKPKVK 
KLQLEETMPSPYGRRI I PEI TAMKADASKKLLKKKKG 
DLDTAAVKVEFDEEFSGAPVEGAGEEALTPSVPINKG 
PKPKREKKEPGTRVRKTPTSSGKPSAKKVKKRNPWSD 
DESKSESDLEETEPWIPRDSLLRRAAAERPKYTFDF 
SEEEDDDADDDDDDNNDLEELKVKASPITNDGEDEFV 
PSDGLDKDEYTFSPGKSKATPEKSLHDKKSQDFGNLF 
SFPSYSQKSEDDSAKFDSNEEDSASVFSPSFGLKQTD 
KVPSKTVAAKKGKPSSDTVPKPKRAPKQKKWEAVNS 
DSDSEFGIPKKTTTPKGKGRGAKKRKASGSENEGDYN 
PGRKTSKTTSKKPKKTSFDQDSDVDIFPSDFPTEPPS 
L PRTGRARKE VKYFAE SDE EE DDVDFAMFN 


2455 


A 


2 


154 


FKIQKTRLQREGFDPRQTSDRLFFLDLKQGHYLPLNE 
AVYTR ICS G AF AL 


2456 


A 


483 


765 


FQGQRMAGEQKPSSNLLEQFILLAKGTSGSALTALIS 
QVLEAPGVYVFGELLELANVQELAEGANAAYLQLLNL 
FAYGTYPDYIANKESLPELY 


2457 


A 


9 


422 


ESRERSGNRRGAEDRGTCGLQSPSAMLGAKPHWLPGP 
LHS PGL PLVL VLL ALGAGWAQEGS E P VLLE GE C LWC 
E PGRAAAGGPGGAALGE AP PGRVAFAAVRSHHHE PAG 
ETGNGTS GAI YFDQVLVNEGGGFDRAS 


2458 


A 


64 


435 


GRGVCVAAWSQRSIAGNNDYRLFHKMSNSHPLRPFTA 
VGEIDHVHILSEHICALLIGEEYGDVTFVGEKKRFPA 
HRVI L AARC Q Y FRALL YGGMRE S Q PE AE I PLQD TT AE 
AFTMLLXYIYTGR 


2459 


A 


126 


434 


MCTKTIPVLWGCFLLWNLYVSSSQTIYPGIKARITQR 
ALDYGVQAGMKMIEQMLKEKKLPDLSGSESLEFLKVD 
YVNYNFSNI KI S AFSFPNTSLAFVPGVGI 


2460 


A 


126 


434 


MCTKTIPVLWGCFLLWNLYVSSSQTIYPGIKARITQR 
ALDYGVQAGMKMIEQMLKEKKLPDLSGSESLEFLKVD 
YVNYNF SNI KI S AF S F PNTS L AF VPGVG I 


2461 


A 


126 


434 


MCTKTIPVLWGCFLLWNLYVSSSQTIYPGIKARITQR 
ALD YGVQ AGMKM IEQMLKE KKL PDLSGSESLE FLKVD 
YVNYNFSNI KI SAFSFPNTSLAFVPGVGI 


2462 


A 


3 


1057 


EEEQECRPAIKTSDIDNPSHFEKQYESSSSSTHSDRS 
SDGEQDFVS S I LPGNRPNS TN I KPQLHQKS IMKKKAG 
HKANS KH* D * EQTWDVTEQLGDCEXiDSQEKDATCEL 
PLQKVNTQSSSNSTLPGRLKASENSESEYSRSEITLV 
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680 
TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 

ending 

nucleotide 

location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










GI S KKS AEHFKRKFAKSNQVSRS VS S S VQVC PE VGKR 
NLLKVLKETLIEWKTEETLRFLYGQNYASVCLKPEAS 
LVKEELDEDDI ISDPDSHFPAWRESQNSLDESLPFRG 
S GTAI KPLP S YENLKKE TE KLNLR I RE F YRGR Y VLGE 
ETTKSQDSEEHDSTFPLIDSSSQNQIRKRIVLEKLSK 
VLPGLLVPLQITLGDIYT 


2463 


C 


135 


341 


MYIKIKPRSFGIIHNLPSKPGPLFLPHSLIGWFDFTA 
SFLY PMNC SAMHHXVRKS S SATAI TKI GKTG 


2464 


A 


265 


395 


RLCDGLFPQQDPAAPAPCEETQLSLLPLQGCGLMEGK 
TMEAKT 


2465 


A 

* 


88 


1496 


QETS KME TLSF PR YNVAE I VI H I RNKI LTGADGKNLT 
KNDL YPNPKPE VLHMI YMRALQ IVYGI RLEHF YMMPV 
NSEVMYPHLMEGFLPFSNLVTHLDSFLPICRVNDFET 
ADILCPKAKRTSRFLSGIINFIHFREACRETYMEFLW 
QYKSSADKMQQLNAAHQEALMKLERLDSVPVEEQEEF 
KQLSDGIQELQQSLNQDFHQKTIVLQEGNSQKKSMIS 
EKTKRLNELKLSWSLKEIQESLKTKIVDSPEKLKNY 
KE KMKDTVQ KLKNARQE WE KYE I YGDS VDCLP S CQL 
EVQLYQKKI QDLSDNREKLAS ILKESLNLEDQI ESDE 
SELKKLKTEENSFKRLMIVKKEKLATAQFKINKKHED 
VKQYKRTVIEDCNKVQEKRGAVYERVTTINHEIQKIR 
LGIQQLKDAADREKLKSQEIFLNLKTALEKYHDGIEK 
AAEDSYAKIDEKTAELKRKMFKMST 


2466 


A 


194 


2287 


GMGSENSALKSYTLREPPFTLPSGLAVYPAVLQDGKF 
AS VFVYKRENEDKVNKAAKVP * * HLKTLRHP CLLRFL 
S CTVEADGI HLVTERVQ PLE VALE TL S SAE VCAGI YD 
ILLALIFLHDRGHLTHNNVCLSSVFVSEDGHWKLGGM 
ETVCKVSQATPEFLRSIQSIRDPASIPPEEMSPEFTT 
LPECHGHARDAFSFGTLVESLLTILNEQVSADVLSSF 
QQTLHSTLLNPIPKWRPALCTLLSHDFFRNDFLEWN 
FLKSLTLKSEEEKTEFFKFLLDRVSCLSEELIASRLV 
PLLLNQLVFAEPVAV\KSFLPYLLGPKKDHAQGETPC 
LL S PALFQ S RVI PVLLQLFE VHEEHVRMVLLSH I E AY 
VGALSLREQLKKV\IL\PQVLLG\LRD\TSDSIVAIT 
LHSLAVLVSLLGPEVWGGERTKI FKRTAP\SFTK\N 
TDLSLEGDPFSQPIKFPINGLSDVKNTSEDSENFPSS 
SKKSEEWPDWSGPE\EPENQTVNI\QIWP\REP\CDD 
VKSQCTTLDVEESSWDDCEPSSLDTKVNPGGGITATK 
PVTSGEQKPIPALLSLTEESMPWKSSLPQKISLVQRG 
DDADQIEPPKVSSQERPLKVPSELGLGEEFTIQVKKK 
PVKDPEMDWFADMI PE I KPSAAFLI LPELRTEMVPKK 
DDVS PVMQF S S KFAAAE I TEGE AEGWEEEGE LNWEDN 
NW 


2467 


A 


2 


868 


IAGVAVFFYRDMFVRKDRKI HKDAE SAQSCTDS SGSF 
AKLNGLFDSPVKEYQQNIDSPKLIVT/ SLTSRKELPP 
NCDTKSMVMDHRGQPPELAALPTPESTPVLHQKTLQA 
MKSHSEKAHGHGASRKETPQFFPSSPPPHSPLSHGHI 
PSAIVLPNATHDYNTSFSNSNAHKAEKKLQNIDHPLT 
KSSSKRDHRRSVDSRNTLNDLLKHLNDPNSNPKAIMG 
D I QMAHQNLMLD PMGSMS E VP PKVPNRE AS L YS P PS T 
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681 
TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 

ending 

nucleotide 

location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X~Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










LPRNS PTKRVDVPTTPGVPMTSLERQRGYHK 


2468 


A 


483 


764 


MGSVFWHVLFCI SGVCLWCAHRMAAFLQQMAVLLPVD 
CERPAAVHWLALCGCCYGQLVWESRTRSCFWSLECLC 
FGGQHFGS VPS FFCSSVWL * 


2469 


A 


3 


357 


FGFNGCSKRIIKLQELSDLEERENEDSMVPLPKQSLK 
FFCALEWLPSCDCRSPGIGLVEEPMDKVEEGPLSFL 
MKRKTAQKLAI QKALSDAFQKLLI WLG/ QDCLDHP * 
STSVSVSK 


2470 


A 


3 


57 , 


RIGQGVP WHS * VEGGPNVI S I VLE YLRDTPPVPVW 
CDGSGRASD I LAFGHKYS EEGG * VKVFLWCTHKWKED 
PM 


2471 


A 


69 


512 


MALAFLGTVLSKATLGARLTTHCAHPARRARAFSSDV 
MTHS S I LTRASLLTLWTMFTRRTKI LTEGSGVS WWAA 
AF PRD WAGGS I LALASLMT WT I GALLTAVLAAPAP 
EARSTVAS PGDGVAQS PI FALAPAGAVGT PVI T I AG* 


2472 


A 


2195 


872 


VS QATD VE VGTDLVP S VT VKVTLQNRVI LQKAKL S VY 
VQPPLELTCDQFTFEFMNRNPDGIPRVIQCKFRLPLK 
LICLPGQPSKTASHKITIDTNKSPVSLLSLFPGFASQ 
S DDDQ VNVMGFHFLG\ GAR\ I TVLAS KTS S TD I R I PG 
VEQFE\DLWASLTNELILRLQEYFEKQGVKDFACSFS 
G\SITPFKEYF\ELIGSIHFELRINGEKLEELLSERA 
VQFRAIQRRLLARFKDKTPAPLQHLGHLVRMGTYK\Q 
VIALA\DAVGGKTKGNLFQSFTRLKSATHLVILLIAL 
WQKLSADQVAILEAAFLPLQEDTQELGWEETVDAAIF 
H\L*KTCCRKSAKQQALNPPGRLTYPNDTS\QLKKHI 
TLLCDRLSKGGRLCLSTDAA/ APHQTMVMPGGCTTI P 
ESDLEERSVEQDSTELFTNHRHLTAETPRPEVSPLQG 

VSE 


2473 


A 


1 


473 


EVRWNSPPTDSLSPDGGSIELEFYLAPEPFSMPSLLG 
APPYSGLGGVGDPYAPLMVLMCRVCLEDKPIKPLPCC 
KKAVCEECLKVYLSAQIQCPTCQFWCFKCHSPWHEG 
VNCKE YKKGDKLLRHWAS E I EHGQRNAQKC PKCKI HI 
QRTEGCDHM 


2474 


A 


131 


1098 


RVPAGGARRLGQD P PRL P PGVADAPAAMS TQRLRNED 
YHD YS S TDVS PEE S P S EGLNNL S S PGS YQRFGQ SNS T 
TWFQTL I HLLKGN I GTGLLGL PLAVKNAGI VMGP I S L 
LIIGIVAVHCMGILVKCAHHFCRRLNKSFVDYGDTVM 
YGLE S S P C S WLRNHAHWGRRWD F FL I VTQLGF CCVY 
FVFLADNFKQVIEAANGTTNNCHNNETVILTPTMDSR 
LYML S FL P FLVLLVF I RNLRAL SIFS LL AN ITMLVSL 
VMIYQFIVQIL* MDLQ PM * QTKVFHREQVPLCLQHVE 
SQMEQFWAECFAQRVLPINVLSLQKK 


2475 


A 


131 


1098 


RVPAGGARRLGQDPPRLPPGVADAPAAMSTQRLRNED 
YHDYSSTDVSPEESPSEGLNNLSSPGSYQRFGQSNST 
TWFQTLIHLLKGNIGTGLLGLPliAVKNAGIVMGPISL 
LI I G I VAVHCMG I L VKC AHHF C RRLNKS F VD YGDT VM 
YGLE SSPCS WLRNHAHWGRRWDF FLI VTQLGF CCVY 
F VFLADNFKQVI E AANGTTNNCHNNET VI LT PTMDSR 
LYMLSFLPFLVLLVFIRNLRALSIFSLLANITMLVSL 
VM I YQF I VQ I L * MDLQ PM * QTKVFHREQVPL CLQHVE 



WO 2004/080148 



PCT/US2003/030720 



682 
TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X— Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










S QMEQFWAE CFAQRVLP I NVL S LQKK 


2476 


A 


505 


1373 


WGDGTQNESHSSSVSLTAFLSDTKDRGPPVQSQIWRS 
GEKVPFVQTYSLRAFEKPPQVQTQALRDFEKHLNDLK 
KENFSLKLLIYFLEERMQQKYEASREDIYKRNTELKV 
EVESLKRELQDKKQHLDKTWADVENLNSQNEAELRRQ 
FEERQQEMEHVYELLENKMQLLQEE SRLAKNE AARMA 
ALVEAEKECNLELSEKLKGVTKNWEDVPGDQVKPDQY 
TEALAQRDK*VPSVLFL\RLSFAHSQGIQQLSCSLSR 
T/RQ*ELHYF*DFMGPQPKTFFSGLNFQWYPL 


2477 


A 


1 


317 


QRPSEAKEIKLYAQIPPIEKMDASLSMLANCEKLSLS 
TNCIEKIANLNGL\EAVGDTLEELWISYNFIEKLKGI 
HIMKKLKILYMSNNLVKDWGTPVIKGDEEEDN 


2478 


A 


2 


607 


C KNTL I RQN I PRAQ F PATS PR S 1 1 QQ PN / PF PRRF VL 
PLNVSLNAPEGDNLSPLSYTSASAVKQADGTIWCSHE 
NLHQEDLEKEGGIEFPQIYYDRFSGKKYHFFYGCGFR 
HLVGDSLIKVDVVNKTLKVWREDGFYPSEPVFVPAPG 
TNE EDGGVI LSWI T PNQNE SNFLL VLD AKNFE E LGR 
AEVPVQMPYGFHGTFIPI 


2479 


A 


2 


607 


CKNTLIRQNIPRAQFPATSPRSIIQQPN/PFPRRFVL 
PLNVSLNAPEGDNLSPLSYTSASAVKQADGTIWCSHE 
NLHQEDLEKEGGIEFPQIYYDRFSGKKYHFFYGCGFR 
HLVGDSLIKVDWNKTLKVWREDGFYPSEPVFVPAPG 
TNEEDGGVILSWITPNQNESNFLLVLDAKNFEELGR 
AEVPVQMPYGFHGTFI PI 


2480 


A 


101 


580 


LSLTKNCALLGEETMMEQEMTRLHRRVSEVEAVLSQK 
EVELKASETQRSPLEQDLATYITECSSLKRSLEQARM 
EVSQEDDKALQLLHDIREQSRKLQEIKEQEYQAQVEE 
MRLMMNQLE EDLVS ARRRS DL YE S ELRE SRLAAE E FK 
RKATECQHKLLK 


2481 


A 


1 


2025 


MAWAGRGRGSRQGSELHLPWAIDVCLFSLVRSGFRFL 
REVWWEI WKKVLLLLHVANGAQQAGPI PWNTGLQANH 
SVPVSKPHQKWPVQHFQELLRSANSLTAPFKQVQYWR 
GTKMNQRVPVPQ I HS WFRMF CGMAHE SHGI GKWGVAL 
EGHPPGPGKQESIANACWEAAVRSPGSRSHKAETKSS 
KSRDQ I LS VLRPAS FVRDKS I PQPWLE SDGINKRWS P 
TCLSGEPSLGRVNPLLHELQTQCFVRTPSYQRATEAA 
KPQERCT I QLNKMC CLQAGS F S R YAS VI AI KH I CHAH 
STPKALLTSFLVLTTTRSLNLHLHLRLSHPDKFRDGG 
VSSSQYSRYCSLTQPDFDSSNSSTFFLLLTISLLSSQ 
FCIRLISLPECPVSQWQEAAREHLGGGSDLSSMGETH 
PDLGGGPSEGPGGWPWEQVSAAFAQLVLVSTMSFQGT 
WRKRFS STDTQI LPFTCAYGLVLQVPMMHQTTE VNYG 
QFQDTAGHQVGVLELPYLGSAVSLFLVLPRDKDTPLS 
HI E PHLTAS TI HLWTTS LRRARMDVFL PS ELTKE PFR 
WDQRLFALVLRLPGTMSVESEQLTGVPLDDSAITPMC 
EVTGVGMECFSDAKDTIEDLSEMHGSQDLSEMRGNPT 
KPSPPLSGTTVENFGSRGTDSYEAFSEPSLGKEPVTH 
RTRVPLQWP 


2482 


A 


137 


879 


LPPRGPATFGSPGCPPANSPPSAPATPEPARAPERVM 
ANAGLQLLG F I LAFLGWI GA I VS TAL PQWR IYS YAGD 
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683 
TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 

location of 
first amino 

acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X==Unknown, *=Stop codon, 
/=possible nucleotide deletion 3 =possible nucleotide 
insertion) 










NIVTAQAMYEGLWMSCVSQSTGQIQCKVFDSLLNLSS 
TLQATLALMWGI LLGVI AI F VATVGMKCMKCLEDDE 

VQKMRMAVI GGAI FLLAGLAI L VATAW YGNR I VQE F Y 
DPMTPWARYEFGQALFTGWAAASLCLLGGALLCCSC 

PRKTTS YPT PRP YPK\ PAPS \ SGKDYV 


2483 


A 


200 


1139 


RIISTITYQFSAALGQEVFYITFLPFTHWNIDPYLSR 
RLIIIWVLVMYIGQVAKDVLKWPRPSSPPWKLEKRL 
IAEYGMPSTHAMAATAIAFTLLISTMDRYQYPFVLGL 
VMAWF S TL VCLS RL YTGMHT VLD VLGGVL I TALL I V 
LTYPAWTFIDCLDSASPLFPVCVIWPFFLCYNYPVS 
DYYS PTRADTTTILAAGAGVTI GFWINHFFQLVSKPA 
ESLPVIQNIPPLTTYMLVLGLTKFAVGIVLILLVRQL 
VQNLSLQVLYSWFKWTRNKEARRRLEIEVPYKFVTY 
TSVGI GTKWAQMPTDV 


2484 


A 


173 


307 


SHI CLKKS AKSLTGTWMKLET I I LSKLTQEQKTKHCM 
FSLISGS 


2485 


A 


173 


307 


SHI CLKKSAKSLTGTWMKLETI I LSKLTQEQKTKHCM 
FSLISGS 


2486 


B 


86 


225 


PRQE KKS S HVS TRRS PKLLRE KPEAAAGE AAAE AGLP 
MFARSRARSR 


2487 


A 


14 


1256 


WPCGAAPGLTHASERMFTLTTMIQALAPVMGWDRKPL 
KMFSSEEMRGHLHHHHKCLTKILKVEGQVPDLPSCLP 
LTDNTRMLASILINMLYDDLRCDPERDHFRKICEEYI 
TGKFDPQDMDKNLNAIQTVSGILQGPFDLGNQLLGLK 
GVMEMMVALCGSERETDQLVAVEALIHASTKLSRATF 
IITNGVSLLKQIYKTTKNEKI KIRTLVGLCKLGSAGG 
TDYGLRQFAEGSTEKLAKQCRKWLCNMSIDTRTRRWA 
VEGLAYLTLDADVKDDFVQDVPALQAMFELAKTSDKT 
I LYS VATTLVNCTNS YDVKEVI PELVQLAKF S KQHVP 
EEHPKDKKDFIDMRVKRLLKAGVI SALACMVKADSAI 
LTDQTKELLARVFLALCDNPKDRGTIVAQGGGKALIP 

LALEGTD 


2488 


B 


526 


3482 


MD SLKQETQGLQKE KE S REKE LMGF S KS VNE AR S KMD 
VAQSELDIYLSRHNTAVSQLTKAKEALIAASETLKER 
KAAIRDIEGKLPQTEQELKEKEKELQKLTQEETNFKS 
LDKMAVWAKKMTEIQTPENTPRLFDLVKVKDEKIRQA 
FYFALRDTLVADNLDQATRVAYQKDRRWRWTLQGQI 
I EQSGTMTGGGSKVMKGRMGS SLVI E I SEEEVNKMES 
QLQNDSKKAMQIQEQKVQLEERWKLRHSEREMRNTL 
EKFTASIQRLIEQEEYLNVQVKELEANVLATAPDKKK 
QKLLEENVSAFKTEYDAVAEKAEESLPEIQKEHRNLL 
QELKVIQENEHALQKDALSIKLKLEQIDGHIAEHNSK 
IKYWHKEISKISLHPIEDNPIEEISVLSPEDLEAIKN 
PDSITNQIALLEARCHEMKPNLGAIAEYKKKEELYLQ 
RVAELDKI TYERDS FRQAYEDLRKQRLNEFMGS VRPP 
KKSWKKI FNLSGGEKTLS S LALVFALHHYKPT P LYFM 
DEIDAALDFKNVSIVAFYIYEAVWFLSNITAGNQQQV 
QAVIDANLVPMI IHLLDKGDFGTQKEAAWAI SNLTI S 
GRKDQVAYL I QQNVI P PF CNLLTVKDAQ WQWLDGL 
SNILKMAEDEAETIGMLIEECGGLEKIEQLQMHEMED 
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684 
TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Un known, *=Stop codon, 
/^possible nucleotide deletion—possible nucleotide 
insertion) 










IYKLAYEIIDQFFSSDDVFNNFWFLILYINIDLDKV 
I YI GS S LMKQT PS PGVTVYE S WWLYVNACKLDS PS 
GG 


2489 


A 


1 


747 


MRLQRPRQAPAGGRRAPRGGRGSPYRPDPGRGARRLR 
RFQ KGGEGAPRAD P PWAPLGTMALLALLL WAL PRVW 
TDANLTARQRDPEDSQRTDEGDNRVWCHVCERENTFE 
CQNPRRCKWTEPYCVIAAVKIFPRFFMVAKQCSAGCA 
AMERPKPEE KRFLLEE PMPF F YLKCCKI RYCNL / GGA 
/NLSTHQ\CSKNMLGAWVRAVVGCGWPSSCCWPPLQP 
ASACLEPRDCHRLSLPEHGLAPDRCHLLH 


2490 


A 


2 


1177 


GFVEAGEEC YCVS \ GQECRDLC CFAHNCSLRPGAQCA 
HGDCCWCLLKPAGALCRQAMGDCDLPEFCTGTSSHC 
PPDVYLLDGSPCARGSGYCWDGACPTLEQQCQQLWGP 
GSHPAPEACFQWNSAGDAHGNCGQDSEGHFLPCAGR 
DALCGKXjQCQGGKPSLLAPHMVPVDSTVHLDGQEVTC 
RGALALPSAQLDLLGLGLVEPGTQCGPRMVCQSRRCR 
KNAFQELQRCLTACHSHGVCNSNHNCHCAPGWAPPFC 
DKPGFGGSMDSGPVQAENHDTFLLAMLLSVLLPLLPG 
AGLAWCCYRLPGAHLQRCSWGCRRDPACSGPKDGPHR 
DHPLGGVHPMELGPTATGQPWPLDPENSHEPSSHPEK 
PLPAVSPDPQADQVQMPRSCLW 


2491 


A 


1 


609 


AAARTFWYKLFPCRGSGGAAKAAEQKRQVGGRAEPGT 
AAPCGARCPGPTPGWQVPATKALLSQPMGCPPPGPCR 
GHT * AD PQL PLTHAP / PEARL SPQQPP/PSPPGSATP 
GA* AGVAS PKPTLPAPGAPGTPQRLPGP/ RREKPAFL 
SQPESST*PHPTPVSAASSSPA/PESSCHDELGLLSL 
NLPAPGPPKPTPGAAASFQGSG 


2492 


A 


1 


242 


MNRGGFAVKILALLDALSTVCSQRVQKAKKQQHLQNK 
EHFKALLKQKEKLKQQEDL/RKKLF*IQGIRCPQATP 
HHGQCSL 


2493 


A 


909 


353 


RSFVLDTAS AI CNYNAHYKNHPKYWCRGYFRDYCNI I 
AFSPNSTNHVALRDTGNQLIVTMSCLTKEDTGWYWCG 
IQRDFARDDMDFTELIVTDDKGTLANDFWSGKDLSGN 
KTRSCKAPKWRKADRSRTS ILI I CILI TGLGI I SVI 
SHLTKRRRSQRNRRVGNTLKPFSRVLTPKEMAPTEQM 


2494 


A 


516 


848 


MWSLWIWVDQHQARLIPSPQVLLLLLRETPSTAAAVA 
GWLWASMALLQLHAVGGVALTSSHPFMWATGEELRK 
PPWQGSAGSASGVEELTGKHSCPGPEEPATVQKAPA* 


2495 


A 


349 


1018 


TFTQPDPDDLI SKPPRTPGGG* YQTQWPS PPDPRRTS 
PAGRPGPARRPPRRTPRPARGRHPGR*GGPGASRPGG 
TGAAPAADQTGSPAVSTPSEFGAPGQAEGPQSPIRAS 
ARSHLSCTAWLGKPSKPSAQRQPTVGPDGDRDGSSQA 
PNLSRGQAWRASLAS PQNTSATGRVTCHGQSTWPLCR 
LKSNRRRKSGFA/ GNKSEPVGLTRRSKHQPRNPQGQV 
GI 


2496 


A 


3 4 


1018 


TFTQPDPDDLI SKPPRTPGGG" YQTQWPSPPDPRRTS 
PAGRPGPARRPPRRTPRPARGRHPGR*GGPGASRPGG 
TGAAPAADQTGS PAVSTPSEFGAPGQAEGPQS P IRAS 
ARSHLSCTAWLGKPSKPSAQRQPTVGPDGDRDGSSQA 
PNLSRGQAWRASLAS PQNTSATGRVTCHGQSTWPLCR 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Un known, *=Stop codon, 
/=possible nucleotide deletion,— possible nucleotide 
insertion) 










lksnrrrksgfa/ gnksepvgltrrskhqprnpqgqv 

GI 


2497 


A 


349 


1018 


TFTQPDPDDLISKPPRTPGGG*YQTQWPSPPDPRRTS 
PAGRPGPARRPPRRTPRPARGRHPGR*GGPGASRPGG 
TGAAPAADQTGSPAVSTPSEFGAPGQAEGPQSPIRAS 
ARSHLSCTAWLGKPSKPSAQRQPTVGPDGDRDGSSQA 
PNL S RGQAWRAS LAS PQNT SATGRVTCHGQSTW PLCR 
LKSNRRRKSGFA/ GNKSEPVGLTRRSKHQPRNPQGQV 
GI 


2498 


A 


2025 


422 


P PGTQGS PQRT / GDHGGKP PL PAE KPAPGPGL PARAS 
RAEGRGASGWKPGGQPAGGSWQGGDAGPRRPASGDQR 
TAGAAKALAGPAGE AAGGDRGAAQGD P PAE AGGRGG * 
TQAGGGASRARGSGAQRPGGP*RQGQGDGGESASPAF 
GPCPQSSWGPPCSIPGP*PALPGAL*GA\VGRDPAGP 
PDGGPDTE P / PGS PGQAERWPEGCRPQGS WHCEGAPQ 
GPGAGARARPRQGSRGPRGAPRRGI PWAKSGR\ TGGS 
QDRKKPGKE VAATGTS I / PEGSQLARGRARSRDGGPS 
HEAQASEPRPGPCSGPARWGGRSSCTAPGCVTPAGTA 
GHL * WRAGWTAGP PAGPWRS PGDE KGPRGGPCAC VPR 
AAERRGGRCCPGAQAEARARAGAQTSCPGGPEAGQCQ 
AQPGPETAGWLRPPEATAGPWPSCRGSAGPEGWGHHW 
P*PPA*CPGERPPWRPGCPAPPGCGGSSAGGPQPAA* 
TGAWASRGVLAPAGHEGHASHCPPRPAAGLSQPHPSQ 
TLEVTLASPQGFMSEALTKCE 


2499 


A 


1415 


661 


S LRT PGF RGGGVL Y WDAGAAGTGSNHALGAN VE LWI M 
LLQWREGKFSGFLTSCSLLLPRAAQILAAEAGLPSS 
RSFMGFAAPFTNKRKAYSERRIMGYSMQEMYEWSNV 
QEYREFVPWGKKSLWSSRKGHLKAQLEVGFPPVMER 
YTSAVSMVKPHMVKAVCTDGKLFNHLETIWRFSPGIP 
AYPRTCTVDFSISFEFRSLLHSQLATMFFDEWKQNV 
AAFERRAATKFGPETAI PRELMFHEVHQT 


2500 


A 


673 


941 


CCLAAHSGPPAQGQRRGPG*LCCSAGSGGNL*S*AGG 
PG*GRSGQPVCPPWPGPGAPGHRPALPGSGGSSAVGR 
SAVPGAVRS PSHAGW 


2501 


A 


328 


1212 


RQEQGHFHF FCGGMS S FKAGTSHLDVYMQVTEGRED Y 
NPSMHLAKRQFLSLEEEAEDYNPSQHRAQGNWLQDYN 
ASMQRVHGQCVSLEEDVELCVPRWACREMQSHNYPSR 
LVAGLQQYNFS I SLAQGECTSHWRKRGIMTYS S IHCL 
GDVTLHSYLGPSKTEDCDISVTLPPRLERRITLPKHW 
IKKYFTIFLMGKAQINKIDRPLVRQIKEKREKNQRDA 
I KNDKGD I TTKPTE I QTT I REYYKHLYGNKVENLE E I 
DKFLETSTPPRLNEEEVESLSRPIAGSEIEAIINSL 


2502 


B 


1 


1428 


MGSRVRL S KRRAKAGVQ S GTNALL WKHRDMNE KELE 
AQEARKAQLENHEPEEEEEEEIRQPRKKLGAQPWHW 
VAPDGRLLGNSSRTRVRGDGTLDVTITTLRDSGTFTC 
IASNAAGEATAPVEPRGLCPDYACTRFSTTVPLMTPS 
S TGVD I EAARKEE ER IMLRDARQ WLNS GHI NDVRHAK 
SGGTALHVAAAKGYTEVLKI I SLRFGVPRTQVRTWVA 
LYEKHGEKGLIPKPKGVSADPELRIKWKAVIEQHMS 
LNQAAAHFMLAGSGSVARWLKVYEERGEAGLRALKIG 
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SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
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nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Un known, *=Stop codon, 
/=possible nucleotide deletion 5 =possible nucleotide 
insertion) 










TKRNI AI S VDPEKAASALELS KDRRIEDLERQVRFLE 
TRLMYLKKLKALAHPTKKAAE I PRS TFYYHLKALSKP 
DKYADVKKR I S E I YHENRGR YGYRRVTLS LHRE GKQ I 
NHKAVQRLMGTLSHKAAI KVKRYRS YRGEMKKLRIRE 
VQI LAGGHTAKLNMEQVKS ADAFTYI KQPI A 


2503 


A 


218 


415 


MRCRAP AWLRRL CGQLL S E RLMR PNGVQA WRGI LEG 
AGAGAAGGSDAE VTAADWKKCDLI AKI LA 


2504 


A 


3 


136 


S WATAGAANGPAPLGVRAP PAWRTS PAAEMGATGAAE 
PLQSVLWVKQQRCAVSLEPARALLRWWRSPGPGAGAP 
GADAC S VPVS E 1 I AVE ETDVHGKHQGS GKWQKME KP Y 
AFTVHCVKRARRHRWKWAQVTFWCPEEQLCHLWLQTL 
REMLEKLTSRPKHLLVFINPFGGKGQGKRIYERKVAP 
LFTLASITTDIIVTEHANQAKETLYEINIDKYDG*VR 
RPSASARPQPGGRARRRRWGRRGRRSRCNPCCG 


2505 


A 


335 


1105 


MKRERGALSRASRALRLAPFVYLLLIQTDPLEGVNIT 
SPVRLIHGTVGKSALLSVQYSSTSSDRPWKWQLKRD 
KPVTWQ S I GTE VI GTLR PDYRDRI RL FENGS LLL S D 
LQLADEGT YE VE I S I TDDTFTGEKTINLTVDVP I SRP 
QVLGASTTVLELSEAFTLNCSHENGTKPSYTWLKDGK 
PLLNDSRMLLS PDQKVLT I TRVLMEDDDL YS C WENP 
I NQGRTL PC KI TE YRKS S LS S I WLQEAF S S LGPW * 


2506 


A 


335 


1105 


MKRERGALSRASRALRLAPFVYLLLIQTDPLEGVNIT 
S P VRLI HGTVGKS ALLS VQ YS S TS SDRP WKWQLKRD 
KPVTWQ SI GTE VI GTLRPD YRDRI RLFENGSLLLSD 
LQLADEGTYEVEISITDDTFTGEKTINLTVDVPISRP 
QVLGASTTVLELSEAFTLNCSHENGTKPSYTWLKDGK 
PLLNDSRMLLS PDQKVLT I TRVLMEDDDLYSC WENP 
INQGRTL P C KI TE YRKS S L S S I WLQEAF S S LGPW * 


2507 


A 


1160 


3149 


VSKTTTTNAGNALFPMPGSSKTKKPNSHQRGQMGS*G 
RNPPSLGRAPAPLPEREAPIPAPQLGPSAAGTSRQVG 
QKS STS PHQGEEAI LNRELKKKDGKKK* KK/ PTGLSK 
HQ P AGF I QNE * NLKGAGE F VQ GL AG S QN P P S S KLQGL 
GG\SAESRGFSRGQGQTAPHWESTPLKGALPPCPERG 
MLPEEG*GFSGKEASSGPVQPQPTCLYGIRPSLGS*P 
*GQRRTLLAPTFLQENQL\SGPSPGQRARSVLRPFSA 
/PGLRPELELTGGRGSTRSRRAAGPWASDCTAGSDQE 
SLGRSSGKGR* GASGTVLGVSMCKV/ PGCKAAGGHLP 
GGGRGLDLECGWGLRSWLPGRGRQ/TGPPG/ PQGRDS 
*STKQSDSHRWQDSGGGLAPPPPGQGNNGARPCC*DV 
TKASAPGVSGDTGREAPSATGI STFRS CCMS SARGLG 
QSPAAPVLASSFLPTSCTGPPGLPGLPSSGSEENIHS 
GAWALVGQE GP SMDGRGNGMMLRGVWTGVHGGGMD \ G 
CGAEVI * RGKFLME * YRSGLQRKQDS S PARTPAPQWL 
S I TTGS * TPE / GD PGGKLD AAQRGRAI AAH / GT AGGC 
CPRCCCHL* SPGSARS SP/ PMASAS IRVS \ PPRSGGS 
P P S P S SA* KS DRTDAGAGVAAAAS PGAGAP AHC PQGP 
PRSCQGPQRR 


2508 


A 


1 


957 


METS S PRPPRP S SNPGLS LDARLGVDTHLWAKVLFTA 
LYAL I WALGAAGNALS VHWLKARAGRAGRLRHHVLS 
LALAGLLLLLVGVPVELYSFVWFHYPWVFRDLGCRGY 
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SEQ 
ID 


Method 
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beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
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nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possibIe nucleotide 
insertion) 










YFVHELCAYATVLSVAGLSAERCLAVCQPLRARSLLT 
PRRTRWL VAL S WAAS LGLAL PMAVI MGQKHE LE TAD G 
E PE PASRVC TVLVS RTALQVF I QE AI WMYVI CWLP Y 
HARRLMYCYVPDDAWTDPLYNFYHYFYMVTNTLFYVS 
S AVT PLL YNAVS S S FRKL FLE AVS S L CGEHH PMKRL P 
PKPQS PTLMDTASGFGDPPETRT 


2509 


A 


144 


291 


DVEVKWI E YQNMVNYL I QWI RHHVTTMS ERTF PNNPV 
ELKVSVTVEIT 


2510 


A 


144 


291 


DVEVKWI E YQNMVNYL I QWI RHHVTTMSERTF PNNPV 
ELKVSVTVEIT 


2511 


A 


3 


279 


RSLPPAHSVSLWSVKDGLRPWHPELRSVQPTRGGRTQ 
THRRGAAPGISTPHTLGGRASAARRPWHTCGRQRRPP 
RRRRERRPL YS S VLRS T 


2512 


A 


3 


13 96 


RQENNTRGVPSLLKSFLQERLGIHLIRRKIVKPKHHV 
LMSRKESWKVKSEIPKVPKQPLVLHHPRMTTTKSPSK 
DMLEPEAELAEDLPTTKSTSVES/EDAH*EPGRPFPV 
LPDL/PCHCLPSAPTPLCIVKRPCPT*VTQLSASAQS 
AHQMRTPRAQSPSS*PR*VNCLPPS/LHKDDLELKEK 
DQ KKP P T APRE VKGTRRKL PTAFLPS KYHGYE ELLTA 
KPDPAFI EPKGIQKNA/ PS PATNAEAPTPVPLLQAQA 
GHSSETLCSQRETGPENPDSTPKED*SPTSG*HLHSL 
AGS PEHYRGSTRCCPAPVDRTAAGEP/ASSTWRPRGC 
*RSSRHVTGSW*VALCAQCSGLPRSPWPAQR*VRASP 
S SATS SSSWMS S ARS PQ PVTHKARAVHGGCVHHPACA 
PALPEGSVPWTAPQG*PAGHRPQSSAGPHLLATRWHP 
LVRISPPWPRHDLVPGPAAIKSGCTGQ 


2513 


A 


3 


1396 


RQENNTRGVPSLLKSFLQERLGIHLIRRKIVKPKHHV 
LMSRKESWKVKSEIPKVPKQPLVLHHPRMTTTKSPSK 
DMLE PE AELAEDLPTTKS TS VE S / EDAH* E PGRPF PV 
LPDL/PCHCLPSAPTPLCIVKRPCPT*VTQLSASAQS 
AHQMRTPRAQSPSS * PR* VNCLPPS / LHKDDLELKEK 
DQKKP PTAPRE VKGTRRKLPTAFLP S KYHGYEELLTA 
KPD PAF I E PKGIQKNA/ P S PATNAEAPT PVPLLQAQA 
GHSSETLCSQRETGPENPDSTPKED*SPTSG*HLHSL 
AGS PEHYRGSTRCC PAP VDRTAAGE P / AS STWRPRGC 
*RSSRHVTGSW*VALCAQCSGLPRSPWPAQR*VRASP 
SSATSSSSWMS S ARS PQ PVTHKARAVHGGC VHH PACA 
PALPEGSVPWTAPQG*PAGHRPQSSAGPHLLATRWHP 
LVRI S PPWPRHDLVPGPAAI KSGCTGQ 


2514 


A 


1065 


478 


HGLCELTSTVQEGELCVFFRNNHFSTMTKYKGQLYLL 
VTDQGFLTEEKWWESLHNVDGDGNFCDSEFHLRPPS 
D PE TVYKGQQDQ I DQD YLMAL S LQQE QQ S QE I NWE Q I 
PEGI SDLELAKKLQEEEDRRASQYYQEQEQAAAAAAA 
ASTQAQQGQPAQASPSSGRQSGNSERKRKEPREKDKE 
KEKEKNSCVIL 


2 515 


A 


1065 


478 


HGLCELTSTVQEGELCVFFRNNHFSTMTKYKGQLYLL 
VTDQGFLTEEKWWESLHNVDGDGNFCDSEFHLRPPS 
DPETVYKGQQDQIDQDYLMALSLQQEQQSQEINWEQI 
PEGI SDLELAKKLQEEEDRRASQYYQEQEQAAAAAAA 
AS TQAQQGQ PAQAS P S S GRQ S GNSERKRKE PRE KDKE 
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KEKEKNSCVIL 


2516 


A 


290 


1041 


KACLHLLSSFLTSNFLFNPLLPDSLYSVEARSQRANL 
GPCRRKRLQTLMRLAAGFQYSSHKDPSLSAKEKHTDY 
HNEARGPWPGWVG - RTADGSCGRGPDGAHHPGPKS S S 
WRASRLLPGLGGSHHLDAYVGRDLECGTPAPLQLEIP 
PQPRGHPAPIPTGQAGPRDSGPGASP- VETRPLTDGR 
R*PGVRPVGWTPAHPAGTLRPRGAVEPSVSACGKWAP 
SPTSQGCCEGRCDAVPKHRAWRTPLCSQ 


2517 


A 


2 


1736 


QNENSVDKWGKPLVIDKLKEMAKVEGLWNLFLPAVSG 
LSHVDYALIAEETGKCFFAPDVFNCQAPDTGNMEVLH 
LYGSEEQKKQWLEPLLQGNITSCFCMTEPDVASSDAT 
NI E CS I QRDEDS YVINGKKWWS S GAGNPKCKI AI VLG 
RTQNT SLSR * LNNSD * ETCVGMSQS S S YLGNLLKI HC 
LDSQIIM*DMRVNVIYLYFTSIF*QVFLENIIGSIAE 
HS SLWNFQY* KVLLNYQSCLD * I IRQ I FSDLCNEVI R 
CLDQRQ*S*NV*LYI*VPSYHC*AVRSFNQTTHLFSN 
HCFCSRSQPASDYVGVRLLHSSHSSHHCLHDYMKTSK 
RQLGFCLLSVLFFFLANFF*YNFSFD*\HKQHSMILV 
PMNT PGVKI I RPLS VFGYTDNFHGGHFE I HFNQVRVP 
ATNLILGEGRGFEISQGRLGPGRIHHCMRTVGLAERA 
LQIMCERATQRIAFKKKLYAHEWAHWIAESRIAIEK 
I RLLTLKAAHSMDTLGS AGAKKE I AMI KVAAPRAVS K 
I VDWAI QVCGGAGVSQDYPLANM YAI TRVLRLADGPD 
EVHLSAIATMELRDQAKRLTAKI 


2518 


A 


2 


1736 


QNEN S VD KWGKPL V I D KL KEM AKVE GL WNL F L P AVS G 
L S HVD YAL I AE ETGKC F FAPD VFNC QAPDTGNME VLH 
L YGS E E Q KKQ WLE PLLQGN ITSCFCMTE PD VAS S DAT 
NIECSIQRDEDSYVINGKKWWSSGAGNPKCKIAIVLG 
RTQNTSLSR * LNNSD * ETCVGMSQS S S YLGNLLKI HC 
LDSQIIM*DMRVNVIYLYFTSIF*QVFLENIIGSIAE 
HSSLWNFQY*KVLLNYQSCLD*IIRQIFSDLCNEVIR 
CLDQRQ*S*NV*LYI*VPSYHC*AVRSFNQTTHLFSN 
HCFCSRSQPASDYVGVRLLHSSHSSHHCLHDYMKTSK 
RQLGFCLLSVLFFFLANFF*YNFSFD*\HKQHSMILV 
PMNTPGVKI I RPLSVFGYTDNFHGGHFE I HFNQVRVP 
ATNL I LGEGRGFE I SQGRLGPGRIHHCMRTVGLAERA 
LQIMCERATQRIAFKKKLYAHEWAHWIAESRIAIEK, 
IRLLTLKAAHSMDTLGSAGAKKEIAMIKVAAPRAVSK 
I VDWAI QVCGGAGVSQDYPLANM YAI TRVLRLADGPD 
EVHLSAIATMELRDQAKRLTAKI 


2519 


A 


2 


550 


FGVINLI CTGFLLMWCSSTNS I ALT\ S YTYLTI FDLF 
SLMTCLI S YWVTLRKPS PVYS FGFERLEVLAVFASTV 
LAQLGALF ILKE S AERFLEQ PE I HTGRLLVGTF VALC 
FNLFTMLSIRNKPFAYVSEAASTSWLQEHVADLSRSL 
CGI I PGLS S I FLPRMNPFVLI DLAGAFALC I TYML 


2520 


A 


1 


1876 


RAPMMTKAVPEE PRKPGRLTQALNS PLTWEHVWI C VP 
GGTPDCLTDTFRVKRPHLRRSASNGHVPGTPVYREKE 
DMYDEIIELKKSLHVQKSDVDLMRTKLRRLEEENSRK 
DRQIEQLLDPSRGTDFVRTLAEKRPDASWVINGLKQR 
ILKLEQQCKEKDGTISKLQTDMKTTNLEEMRIAMETY 
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/^possible nucleotide deletion,=possible nucleotide 
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YEEVHRLQTLLASSETTGKKPLGEKKTGAKRQKKMGS 
ALLSLSRSVQELTEENQSLKEDLDRVLSTSPTISKTQ 
GYVEWSKPRLLRRIVELEKKLSVMESSKSHAAEPVRS 
HPPACLAS S S ALHRQPRGDRNKDHERLRGAVRDLKEE 
RTALQEQLLQRDLEVKQLLQAKADLEKELECAREGEE 
ERREREEVLREEIQTLTSKLQELQEMKKEEKEDCPEV 
PHKAQELPAPTPSSRHCEQDWPPDS SEEGLPRPRS PC 
SDGRRDAAARVLQAQWKVYKHKKKKAVLDEAAWLQA 
AFRGHLTRTKLLAS KAHGS E P P S VPGLPDQS S P VPRV 
PS PIAQATGS PVQEEAI VI I Q S ALRAHLARARHS ATC 
KRTTTAASTRRRSASATHGDASSPPFLAALPDPSPSG 
PQAVAPLPGDDVNSDDSDDIVIAPSLPTKNFPV 


2521 


A 


5618 


4060 


APARRGLGDR C SSSSFSSSFFS S AS S PRRL ATAAARA 
GGAAVI PVPEE PAL PVPGGRGAGEAGPRRTQQVE PGV 
PGRAP PAHHAALCHLSRPQAKI LSMMEDNKQLALRI D 
GAVQSASQEVTNLRAELTATNRRLAELSGGGGPGPGP 
GAAASASAAGDSAATNMENPQLGAQVLLREEVSRLQE 
EVHLLRQMKEMLAKDLEESQGGKSSEVLSATELRVQL 
AQKEQELARAKEALQAMKADRKRLKGEKTDLVSQMQQ 
LYATLE SRE EQLRD F I RN YEQHRKE SEDAVKALAKE K 
DLLEREKWELRRQAKEATDHATALRSQLDLKDNRMKE 
LE AE L AMAKQ S LAT L T KD VP KRH S L AM PGE T VLNGNQ 
EWWQADLPLTAAIRQSQQTLYHSHPPHPADRQAVRV 
SPCHSRQPSVISDASAAEGDRSSTPSDINSPRHRTHS 
LCNVR PAAAGPGPLGPAQKLQGRGWRGE AI LAVS SRP 
PREHSGECISCSVLSFCKKRWMWGEKGMRPVCSLCPG 
G 


2522 


A 


1023 


766 


MLCSRLGTTASWRRLGIRAWAPLLLLFPWDWHFILSF 
S SRPWAGTLLAPHD VI MGS STFPQS CQAEAGPRHAWP 
TGRFSRRLRRV* 


2523 


A 


1 


429 


NTLLTIIVLFPDPPSLSSNSSIRSSSSFSTC1SCELS 
TSGCPAITTESVSASPSMISPSATSV*VTS*SSSCTS 
ASPGS PGS CWLLLE S * EAPWAS C S DLFLLE ALLLPKR 
LLGWFTIRE SVSKGFRAALTVLAMLGLDRSKL 


2524 


A 


165 


638 


MFVI AFLS PLSLI FLAKFLKKADTRDSRQACLAASLA 
LALNGVFTNTIKLIVGRPRPDFFYRCFPDGLAHSDLM 
CTGDKDWNEGRKS F PSGHS S FAFAGLAFAS F YLAGK 
LHCFTPQGRGKSWRFCAFLSPLLFAAVIALSRTCDYK 
HHWQGPFKW* 


2525 


A 


165 


638 


MFVI AFLS PLSLI FLAKFLKKADTRDSRQACLAASLA 
LALNGVFTNTIKLIVGRPRPDFFYRCFPDGLAHSDLM 
CTGDKDWNEGRKS FPSGHSS FAFAGLAFAS F YLAGK 
LHCFTPQGRGKSWRFCAFLSPLLFAAVIALSRTCDYK 
HHWQGPFKW* 


2526 


A 


2 


266 


KGSTEAFI SGTAGWGTGLLPS SAGLPGGWGPAGGWAG 
TDRRGPRARPI PQKS PPWPWSGDAAKGQSGFLPVAAW 
AGQGRLPGGGI I VH 


2527 


A 


2 


614 


PRVRLFTVITYFFWIGIAPIFILYELDSPLCWNEVF 
IGYGSALGSASFLTSFLGIWLFSYCMEDIHMAFIGIF 
TTMTGMAMTAFAS TTLMMFLAR VP FLFT I VP F S VLRS 
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/=possible nucleotide deletion 5 =possible nucleotide 
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MLSKWRSTEQGTLFACIAFLETLCGVTAVSTFNGIY 
SATVAWYPGFTFLLSAGLLLLPAISLCWKCTSWNEG 
S YELLI QEE S S EDASDRAC 


2528 


A 


2 


614 


PRVRLFTVI TYFFWI GIAPIFI LYELDS PLC WNE VF 
I GYGSALGSAS FLTS FLGI WLFS YCMEDI HMAF IGIF 
TTMTGMAMTAFASTTLMMFLARVPFLFTIVPFSVLRS 
MLSKWRSTEQGTLFACIAFLETLGGVTAVSTFNGIY 
SATVAWYPGFTFLLSAGLLLLPAISLCWKCTSWNEG 
S YELLI QEE SSEDASDRAC 


2529 


A 


1297 


793 


LGEPLGDLCELIPGDVQQLQMGEVHPGTGAQGSAAQS 
VAGEVQLTQLSHARQRPSCQGSQLIALDLQHMDISRQ 
PRWQHVQPVARQVQRAQQAQLAEGVAVHLWAGDAWA 
EVELLQEVGGGKVFAANACDLWQDHEGAHAARQATG 
HALQRVI VQ VRRVQ PLE AL * R VP S GL PRRVRAFM I LH 
NQ I TGI GREDFATT YFLEELNLS YNRI TS PQVHRDAF 
RKLRLLRSLDLSGNRLHMLPPGLPRNVHVLKVKRNEL 
AALARGALAGMAQLRELYLTSNRLRSRALGPRAWVDL 
AHLQLLDIAGNQLTEIPEGLPESLEYLYLQNNKISAV 
PANAFDSTPNLKGIFLRFNKLAVGSWDSAFRRLKHL 
QVLDIEGNLEFGDISKDRGRLGKEKEEEEEDEVEEEE 
TR 


2530 


A 

i 


2 


1671 


LADGDMLPLLLLPLLWGGSLQEKPVYELQVQKSVTVQ 
EGLCVLVPCSFSYPWRSWYSSPPLYVYWFRDGEIPYY 
AEWATNNPDRRVKPETQGRFRLLGDVQKKNCSLSIG 
DARMEDTGSYFFRVERGRDVKYSYQQNKLNLEVTALI 
EKPDIHFLEPLESGRPTRLSCSLPGSCEAGPPLTFSW 
TGNALS PLDPETTRS SELTLTPRPEDHGTNLTCQMKR 
QGAQVTTERTVQLNVSYAPQTITIFRNGIALEILQNT 
SYLPVLEGQALRLLCDAPSNPPAHLSWFQGSPALNAT 
PISNTGILELRRVRSAEEGGFTCRAQHPLGSLQIFLN 
LSVYSLPQLLGPSCSWEAEGLHCRCSFRARPAPSLCW 
RLEEKPLEGNS SQGS FKVNS S SAGPWANSSLI LHGGL 
SSDLKVSCKAWNIYGSQSGSVLLLQGRSNLGTGWPA 
ALGGAGVMALLC I CLCLI FFLI VKARRKQAAGRPEKM 
DDEDPIMGTITSGSRKKPWPDSPGDQASPPGDAPPLE 
EQKELHYASLSFSEMKSREPKDQEAPSTTEYSEIKTS 
K 


2531 


A 


2 


1671 


LADGDMLPLLLLPLLWGGSLQEKPVYELQVQKSVTVQ 
EGLCVLVPCS F S YPWRS WYS S P PLYVYWFRDGE I P YY 
AEWATNNPDRRVKPETQGRFRLLGDVQKKNCSLSIG 
DARMEDTGS YF FRVERGRDVKYS YQQNKLNLE VTAL I 
EKPDIHFLEPLESGRPTRLSCSLPGSCEAGPPLTFSW 
TGNALS PLDPETTRS SELTLTPRPEDHGTNLTCQMKR 
QGAQVTTERT VQLNVS YAPQT I TI FRNGI ALE I LQNT 
SYLPVLEGQALRLLCDAPSNPPAHLSWFQGSPALNAT 
PI SNTGI LELRRVRSAEEGGFTCRAQHPLGSLQI FLN 
LSVYSLPQLLGPSCSWEAEGLHCRCSFRARPAPSLCW 
RLEEKPLEGNS SQGS FKVNS S SAGPWANS S L I LHGGL 
SSDLKVSCKAWNIYGSQSGSVLLLQGRSNLGTGWPA 
ALGGAGVMALLC I CLCLI FFLI VKARRKQAAGRPEKM 
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DDEDPIMGTITSGSRKKPWPDSPGDQASPPGDAPPLE 
EQKELHYASLSFSEMKSREPKDQEAPSTTEYSEIKTS 

K 


2532 


A 


51 


674 


QQAEEHLAAYSVSDSDSGKDPSMECCRRATPGTLLLF 
LAFLLLSSRTARSEEDRDGLWDAWGPWSECSRTCGGG 
ASYSLRRCLSSKSCEGRNIRYRTCSNVDCPPEAGDFR 
AQQ C S AHND VKHHGQ F YE WL P VS ND PDN PCS LKCQAK 
GTTLWE LAPKVLDGTRC YTE SLDMC I SGLCQVS ADL 
FSFNLSRCFQCLCVNGLHSLTL 


2533 


A 


239 


577 


GQ PARVW S LDTMGTRLL PAL F L VLL VLGFE VQGTQQ P 
QQDEMPS PTFLTQVKE SLSSYWE SAKTAAQNLYEKTY 
LPAVDEKLRDLYSKSTAAMSTYTGIFTDQVLSVLKGE 

E 


2534 


A 


239 


577 


GQPARVWSLDTMGTRLLPALFLVLLVLGFEVQGTQQP 
QQDEMPS PT FLTQ VKE S L S S Y WE S AKTAAQNL YE KT Y 
LPAVDEKLRDLYSKSTAAMSTYTGIFTDQVLSVLKGE 

E 


2535 


A 


103 


318 


MWRKHLSLLVLRDFLLAPRRRDSLTLTHMATLAQKPC 
GIEKQICFYVLFSLSIFQHRLNSLKPRHLLRPDP* 


2536 


A 


1 


2374 


MVSI SDLVI CPPRHPKVLGLQGPPGLDS I SDPSAGAG 
FLDWGEIGMPGPGRAGHQALCKCDCQCLEKTTTKAPG 
KMPKSTRSGPVRVRLADGPNRCAGRLECGMPDAGEQC 
VMTTGTSGRHCGLLGTGLWKGYTDLTI I PPGPGTPPQ 
ERTCQGDYHSGGTWTHS PLETTRRPGS S S PAI RRLPA 
QMLLLPARPPHPRSSSPEAMDPPPPKAPPFPKAEGPS 
STPSSAAGPRPPRLGRHLLIDAN/ GVYPYTYTVQLEE 
EPRGPPQREAPPGEPGPRKGYSCPECARVFASPLRLQ 
SHRVSHSDLKPFTCGACGKAFKRSSHLSRHRATHRAR 
AGPPHTCPLCPRRFQDAAELAQHSWGTPRGPLLAAAC 
NCEVARGRLESPGPERLLHGYGGREEEGGWGRAAGGL 
DRVEGF I S S KAHH YLLI DTQGVP YTVLVTRS HRGSQG 
PVGLQARKVLQLPRVLKGLRVHVHLQRHSITHSEVPQ 
DFAGSLDSFQTPGESLRLVFRALDTTQSSRISKAEPC 
LKEEPLSLGDLPYMHTTLCFCRKRRASPGPGTLQRGA 
LAWPDWAS PRALPVPSLS STTRS PAAPLFAVPLSGRT 
TQAMAFDGI I FQGQSQRSAGLTTTSRFLACQRPLRLC 
AWWASRSPRCTLRRPVGLRPGVHPRPRLVYRDLKPEN 
VMASGQPRDRPQPWFAWPPRPTRFCGGCWTLTPKEER 
CDRHQGAPGAPWRQREGEAEAVGAVEERLGSEEAPGD 
AEREAAHPRPPRPTAFGVSSGLPELLVKRWAQLQEL 
WT S S TAGGWS TQMQT 


2537 


A 


241 


957 


MRSSLTMVGTLWAFLSLVTAVTSSTSYFLPYWLFGSQ 
MGKPVSFSTFRRCNYPVRGEGHSLIMVEECGRYASFN 
AI PSLAWQMCTWTGAGCALLLLVALAAVLGCCMEEL 
I S RMMGR CMGAAQ F VGGLL I S SGCAL YPLGWNS PE IM 
QTCGNVSNQFQLGTCRLGWAY YCAGGGAAAAMLI CTW 
LSCFAGRNPKPVILGGKHHEENHFLCYGAWPLPSTLE 
LRKEDRGGRATGKQVTP 


2538 


A 


2817 


1352 


MAAAAAGAGSGPWAAQE KQ F P PALLS F F I YN PR FGPR 
EGQEENKILFYHPNEVEKNEKIRNVGLCEAIVQFTRT 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 

ending 

nucleotide 

location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possible nucleotide deletion,=possible nucleotide 
insertion) 










FS PS KPAKS LHTQKNRQFFNE PEENFWMVMWRNP 1 1 
EKQS KDGKPVI E YQEEELLDKVYS SVLRQC YSMYKLF 
NGTFLKAMEDGGVKLLKERLEKFFHRYLQTLHLQSCD 
LLDIFGGISFFPLDKMTYLKIQSFIN\RMEESLNIVK 
YTAFLYNDQLIWSGLEQDDMRILYKYLTTSLFPRHI\ 
E PELAGRD S P I RAEM PGNLQH YGRFLTGPLNLND PDA 
KCRFPKI FVNTDDTYEELHLI \ VYKAMSAAVCFMIDA 
SVHPTLGF\CRRTGTASLGPQLHSGWASGHLVEQF*H 

QQGGC S GV * GKE PQ F KF I YFNHMNL AE KS T VHMRKT P 
SVSLTSVHPDLMKILGDINSDFTRVDEDEEIIVKAMS 
DYWWGKKSDRRELYVILNQKNANLIEVNEEVKKLCA 
TQFNNIFFLD 


2539 


A 


171 


347 


NYSLSVYLVRQLTAGTLLQKLRAKGIRNPDHSRALSE 
*HLSSLPHLIWIQVFLALQPS 


2540 


A 


2 


583 

i 


F PGRRFRHN ARRGF F F S H I GWL F VRKHRD VI EKGRKL 
DVTDLLADPWRIQRKYYKISWLMCFWPTLVPWYI 
WGE SLWNS YFLAS I LRYTI SLNI S WLVNSAAHMYGNR 
PYDKHISPRQNPLVALGAIGEGFHNYHHTFPFDYSAS 
EFGLNFNPTTWFIDFMCWLGLATDRKRATKPMIEARK 

ARTGDSSA 


2541 


A 


1 


1791 


MTS GPQTS Q PKEHLTNF KS DEQERVS S LAQS HTDNHR 
LHEPGLQEGIRAVPREDPQWNYQADSPRGPLDHHRRR 
ASGNSQWRQAKLIALTRALTLAKGLRINIYTDSKYAF 
RILHHHAVIWAERGFLPTQGSSIINATLIKTLLKAAL 
LPKE AGVI HCKGHQKAS DP I TQGNAYADKP I GFGLEK 
LLTFHLSQLQEYRGTKWREKSHRKVNHDENTSKLTSL 
NEEYTKNKTEYEEAQDAIVKEIWISSGYVEPMQTLN 
DVLAQLDAWSFAHVSNGAPVPYVRPAILEKGQGRI I 
LKASRHACVE VQDE I AF I PND VYFEKDKQMFH IITGP 
NMGGKSTYIRQTGVIVLMAQIGCFVPCESAEVSIVDC 
I LARVGAGDSQLKGVSTFMAEMLETAS I LRSATKDSL 
I I IDELGRGTSTYDGFGLAWAI SEYI ATKIGAFCMFA 
THFHELTALANQ I PTVNNLHVTALTTEETLTML YQVK 
KGVCDQSFGIHVAELANFPKHVIECAKQKALELEEFQ 
YI GESQGYD IME PAAKKC YLEREQGEKI I QEFLSKVK 
QMPFTEMSEENITIKLKQLKAEVIAKNNSFVNEIISR 

IKVTT 


2542 


A 


1 


639 


AGTARFVCQAEGIPSPKMSWLKNGRKIHSNGRIKMYN 
SKLVINQIIPEDDAIYQCMAENSQGSILSRARLTWM 
SEDRPSAPYNVHAETMSSSAILLAWERPLYNSDKVIA 
YSVHYMKAE GLNNE E YQW I GNDTTHY 1 1 DDLE PASN 
YTFi J. VAYMPMCjAo^iyioJJrlv JLSJJN iljJiJJWrlJLo vyjUj-t^r 
AGGLLLTLVASVFPVPGDTTSEGCVTAK 


2543 


A 


700 


283 


VPRLVSPLSNPAPKFYCVSFFYHMYGKHIGSLNLLVR 
SRNKGALDTHAWSLSGNKGMVWQQAHVPI SPSGPFQI 
IFEGVRGPGYLGDIAIDDVTLKKGECPRKQTDPNKW 
VMPGSGAPCQS S PQLWGPMAI FLLALQR 


2544 


A 


2 


673 


NSRVEGQLCDLDPSAHFYGHCGEQLECRLDTGGDLSR 
GEVPEPLCACRSQSPLCGSDGHTYSQICRLQEAARAR 
PDANLTVAHPGPCESGPQIVSHPYDTWNVTGQDVIFG 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 

location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possibIe nucleotide deletion,=possible nucleotide 
insertion) 










CEVFAYPMASIEWRKDGLDIQLPGDDPHISVQFRGGP 
QRFEVTGWLQIQAVRPSDEGTYRCLARNALGQVEAPA 
SLTVLTPDQLNSTGIPQLRSLNLVPEEEAESEENDDY 

Y 


2545 


A 


195 


635 


IATMETKDQKKQRKKNSGPKAAKKKKRHLQDLQLGDE 

EDAWKRNPKAFAFQSAVWMARSPHRTQDLKTKKHHI P 
WDRTPLEPPPIWWMGP/ PKVGKSTLIQCLIRNFT 
RQKLTEIRGPVMIVSGKKLRLTIIDCGCDINMMIDLA 


2546 


A 


167 


691 


MGWWTLCTASACLTLLFWSQTPGKAFQIPCPPPHLS 
HWCLS PMQMDDGCARL C VLWTAWMRWRVLMC S CRVWA 
TDLGIFLGVALGNEPLEMWPLTQNEECTVTGFLRDKL 
QYRSRLQYMKHYFPINYKIRVPYEGVFRIANVTRLRA 
QGSERELRYLGVLVSLSATESVHDELL 


2547 


A 


1 


337 


RRFVSQETGNLYIAKVEKSDVGNYTCWTNTVTNHKV 
LGPPTPL I LRNDGVMGE YE PKI E VQF PETVPTAKGAT 
VKLECFALGNPVPTI I WRRADGKP I ARKARRHKSRVG 
K 


2548 


A 


2 


462 


EFQEAAKLYHTNYVRNSRAI GVLWAI FTI CFAI VNW 
CFIQPYWIGDGVDTPQAGYFGLFHYCIGNGFSRELTC 
RGSFTDFSTLPSGAFKAASFFIGLSMMLIIACIICFT 
LFFFCNTATVYKI CAWMQLTS AACLVLGCMI F PDGWD 
SDEVN 


2549 


A 


418 


768 


AFTKHLLKPRMEVKDCGAHNLEKGLTIFFHKGPSSMY 
FRLCGPHEGRFFFL\ I PPLHLLHLLFPLHFFYNFRDE 
ELS CT WELKYTGNAS ALL I L PDQDKMEE VE AMLLPE 
TFALCC 


2550 


A 


2484 


121 


AIMTTRQATKDPLLRGVS PTPSKI PVRSQKRTPFPTV 
TSCAVDQENQDPRRWVQKPPLNIQRPLVDSAGPRPKA 
RHQAE T S QRL VG I S Q PRNPLE E LRP S PRGQNVG P GP P 
AQTEAPGT I E FVAD PAAL AT I LS GEGVKS CHLGRQ P S 
LAKRVLVRGSQGGTTQRVQGVRASAYLAPRTPTHRLD 
PARASCFSRLEGPGPRGRTLCPQRLQALISPSGPSFH 
PSTRPSFQELRRETAGSSRTSVSQASGLLLETPVQPA 
FSLPKGEREWTHSDEGGVASLGLAQRVPLRENREMS 
HTRDSHDSHLMPSPAPVAQPLPGHWPCPSPFGRAQR 
VPSPGPPTLTSYSVLRRLTVQPKTRFTPMPSTPRVQQ 
AQWLRGVSPQSCSEDPALPWEQVAVRLFDQESCIRSL 
EGSGKPPVATPSGPHSNRTPSLQEVKIQRIGILQQLL 
RQEVEGLVGGQCVPLNGGSSLDMVELQPLLTEISRTL 
NATEHNSGTSHLPGLLKHSGLPKPCLPEECGEPQPCP 
PAEPGPPEAFCRSEPEIPEPSLQEQLEVPEPYPPAEP 
RPLESCCRSEPEIPESSRQEQLEVPEPCPPAEPRPLE 
SYCRIEPEIPESSRQEQLEVPEPCPPAEPGPLQPSTQ 
GQSGPPGPCPR\VELGASEPCTLEHRSLEPSLPP\CC 
SQWAPATTSLIFSSQ\HPLCASPPICSFQS\LRPPA\ 
GQAG/ LS ANLAPLE PLALKGAAFKS C \ LTAIHC FHE A 
S SWT I E C AF \ YT S RAP P \ S GP TRVCTN P VATLLE WQD 
ALCF I PVGS AAPQGS P 


2551 


A 


356 


1313 


NCNLSVGS S CLSLAS VWLARRMWTLRS PLTRSL YVNM 
TSGPGGPAAAAGGRKENHQ WYVCNRE KLCE S LQAVF V 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 

ending 

nucleotide 

location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










QS YLDQGTQ I FLNNS I EKSGWLF I QLYHS F V S S VFSL 
FMSRTS INGLLGRGSMFVFS PDQFQRLLKINPDWKTH 
RLLDLGAGDGEVTKIMS PHFEE I YATELSETMI WQLQ 
KKKYRVLGI NEWQNTGFQ YDVI S CLNLLDRCDQ PLTL 
LKDIRSVLEPTRGRVILALVLPFHPYVENVGGKWEKP 
SE I LE I KGQMWEEQVNS LPEVFRKAGFVI EAFTRLPY 
LCEGDMYNDYYVLDDAVFVLKPV 


2552 


A 


299 


21 


MGSSVLSIWILSPSIYPILSPLAMPCLSRTDLIRVRR 
IQGAWPSEGTASS IRGWVLTKLRMS SGKALEALYCI P 
GAAQHPGLGVTRVWSGRT * 


2553 


A 


337 


642 


FAFPHYYIKPYHLKRIHRAVLRGNLEKLKYLLLTYYD 
ANKRDRKERTALHLACATGQPEMVHLLVSRRCELNLC 
DREDRTPLI KAVQLRQEACATLLLQNGA 


2554 


B 


111 


1520 


P S I PAAVPQ S APPE PHRE E TVTATAT S QVAQQ P PAAA 
APGEQAVAGPAPSTVPSSTSKDRPVSQPSLVGSKEEP 
PPARSGSGGGSAKEPQEERSQQQDDIEELETKAVGMS 
NDGRFLKFD I E I GRGS F KTVYKGLDTE TTVE VAWCEL 
QDRKLTKSERQRFKEEAEMLKGLQHPNIVRFYDSWES 
TVKGKKCIVLVTELMTSGTLKTYLKRFKVMKIKVLRS 
WCRQILKGLQFLHTRTPPIIHRDLKCDNIFITGPTGS 
VKIGDLGLATLKRASFAKSVIGTPEFMAPEMYEEKYD 
E S VDVYAFGMCMLEMATS E YP YS E CQNAAQ I YRRVT S 
GVKPAS FDKVAI PEVKE 1 1 EGC I RQNKDERYS I KDLL 
NHAFFQEETGVRVELAEEDDGEKI AI KLWLRI ED I KK 
LKGKYKDNEAIEFSFDLERNVPEDVAQEMVESGYVCE 
GDHKTMAKAI KDRVSL I KRKREQRQL* 


2555 


B 


in 


1520 


P S I PAAVPQ SAP PE PHREE TVTATAT S QVAQQ P PAAA 
APGEQAVAGPAPSTVPSSTSKDRPVSQPSLVGSKEEP 
PPARSGSGGGSAKEPQEERSQQQDDIEELETKAVGMS 
NDGRFLKFD I E I GRGS F KTVYKGLDTE TTVE VAWCEL 
QDRKLTKSERQRFKEEAEMLKGLQHPNIVRFYDSWES 
TVKGKKC I VLVTELMT S GTLKT YLKRFKVMKI KVLRS 
WCRQ I LKGLQFLHTRT PP I I HRDLKCDNI F I TGPTGS 
VKI GDLGL ATLKRAS F AKS VI GT PE FMAPEM YE E KYD 
ESVDVYAFGMCMLEMATSEYPYSECQNAAQIYRRVTS 
GVKPAS FDKVAI PEVKE IIEGCI RQNKDERYS I KDLL 
NHAFFQEETGVRVELAEEDDGEKI AI KLWLRI EDI KK 
LKGKYKDNEAIEFSFDLERNVPEDVAQEMVESGYVCE 
GDHKTMAKAI KDRVSL I KRKREQRQL * 


2556 


A 


105 


447 


LIFCRVFEYLHSLHLPQEICLSLALFSRFTFCVIICE 
VDVWSVIFKVPFCSKRNKVAVHTMLYIQIFVSLFI*P 
QNWKQPKCPATVERINKMWYIHIV/EYYSANKR 


2557 


A 


1 


512 


DEE L PDL S VS RRS SHLHWGI P VPGYD SQT I YVWLDAL 
VNYLTVIGYPNAEFKSWWPATSHIIGKDILKFHAIYW 
PAFLLGAGMSPPQRICVHSHWTVCGQKMSKSLGNWD 
PRTCLNRYTVDGFRYFLLRQGVPNWDCDYYDEKWKL 
LNSELADALGGLLNRCTAKRIN 


2558 


A 


1117 


647 


MILQVSGGPWTVALTALLMVLLISWQSRATPENSVY 
QERQECYAFNGTQRWDGLIYNREEYVHFDSAVGEFL 
AVMELGRPIGEYFNSQICDFMERKRAEVDKVCRHKYEL 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 

location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 

ending 

nucleotide 

location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possible nucleotide deletion,=possible nucleotide 
insertion) 










ME PL I RQRRGDVT I TAVRGCWTTILSGYFLLKRGWS 
GGCSWGSS* 


2559 


A 


1027 


254 


S TQRGGI KGVARAAS LVGRRRAGTGMALLLCLVCLTA 
ALAHGCLHCHSNFS KKF S F YRHHVNFKS WWVGD I PVS 
GALLTDWSDDTMKELHLAIPAKITREKLDQVATAVYQ 

MMDQLYQGKMYFPGYFPNELRNI FREQVHLI QNAI I E 
SRIDCQHRCGIFQYETISCNNCTDSHVACFGYNCESS 

AQWKS AVQGLLNY innwhkqdt smrprs s af s w pgth 

RAAPAFLVL PALRCLE P PHLANL S LEDAA* CLKQH 


2560 


A 


1027 


254 


STQRGGIKGVARAASLVGRRRAGTGMALLLCLVCLTA 
ALAHGCLHCHSNF S KKF S F YRHHVNFKS WWVGD I PVS 
GALLTDWSDDTMKELHLAIPAKITREKLDQVATAVYQ 
MMDQLYQGKMYFPGYFPNELRNI FREQVHLI QNAI IE 
SRIDCQHRCGIFQYETISCNNCTDSHVACFGYNCESS 
AQWKSAVQGLLNY INNWHKQDT SMRPRS SAFSW PGTH 
RAAPAFLVLPALRCLEPPHLANLSLEDAA* CLKQH 


2561 


A 


88 


459 


AGDHVSRNIPVATNNPVRAVQEETRDRFHLLGDPQNK 
DCTLSIRDTRESDAGTYVFCVERGNMKWNYKYDQLSV 
NVTASQDLLSRYRLEVPESVTVQEGLCVSVPCSVLYP 

HYNWTAS S PVYGS 


2562 


A 


337 


1129 


AHLS ARL SAL I LDE VA I L P APQNL S VL S TNMKHLLMW 
SPVIAPGETVYYSVEYQGEYESLYTSHIWIPSSWCSL 
TEGPECDVTDDI TATVPYNLRVRATLGSQTS / CLEHP 
/VSIPLIETQPSLPDL/RMEITKDGFHLVIELEDLGP 
QFEFLVAYWRREPGAEEHVKMVRSGGIPVHLETMEPG 
7\ 7A vn\7xrn.r\ r v t?\7VA tot v<3 ATr^DT'RPV'RVOGEAI PLVL 
ALFAFVGFMLILVWPLFVWKMGRLLQ/YLLLPRGGS 

SQTPWKITQF 


2563 


A 


1 


359 


I S GE S I YWS QKPT PS SNAS PWS E PAAVD VELTAYALL 
AQLTKPSLTQKE IAKATS I VAWLAKQRNAYGGFSSTQ 
DTWALQALAKYATTAYVPSEEINLWKSTENFQRTF 

NIOAVNRM 


2564 


A 


150 


299 


MTFLILSIAPVLAVTGMIETAAMTGFANKDKQELKHA 
GKQLKLWRIYVL* 
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696 
TABLE 8 



SEQ ID NO: 


Number of TM 


TM range: scores 


695 


1 


174-193:1980 


696 


1 


49-73:2788 


704 


1 


168-185:1769 


711 


1 


4488-4504:2911 


722 


6 


272-290:2864 328-351:1725 863- 
880:2348 1102-1128:3163 1137- 
1153:1708 1161-1180:2038 


731 


1 


406-434. 


2245 


732 


1 


579-607 


2245 


736 


1 


364-380 


1936 


740 


1 


302-321 


2224 


742 


1 


816-832 


1758 


756 


1 


1012-1028:1967 


757 


1 


529-548:3334 


758 


1 


533-552:3334 


759 


4 


1014-1033:2221 1095-1113:2566 
1171-1194:2506 1245-1265:2246 


761 


3 


65-83:2205 117-136:2143 853- 
870:2248 


773 


3 


73-88:2787 168-186:2328 340- 
360:2085 


776 


3 


90-106:2479 212-232:2562 387- 
403:2183 


781 


1 


115-132:1854 


784 


1 


53-69:2130 


795 


3 


433-453 : 1 894 506-53 1:1812 606- 
622:2130 


798 


1 


176-192:2849 


804 


1 


231-248:3490 


825 


1 


80-99:2954 


826 


1 


194-213:2954 


835 


4 


94-110:2105 145-161:1995 203- 
223:2483 366-385:1855 


836 


5 


94-110:2105 145-161:2282 207- 
226:1712 427-442 : 1 8 1 0 5 1 9- 
537:2682 


838 


1 


530-547:3345 


839 




88-109:2169 


842 


1 


149-175:1731 


843 




149-175:1731 


846 


1 


300-316:1761 


851 


1 


383-405:2659 


852 


1 


379-401:2659 


860 


1 


61-81:3175 


866 


2 


62-81:1837 131-147:2154 


871 


1 


50-68:2276 


877 


3 


155-173:2724 426-442:2801 780- 
800:2540 


883 


3 


192-214:1749 266-284:1879 425- 
444:2199 


889 


2 


183-205:2141 304-320:2692 


897 


1 


538-553:1709 


898 


1 


725-740:1709 


899 


1 


58-73:1930 


901 


1 


102-121:2779 
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TABLE 8 



SEO ID NO: 


Number of TM 


TM range: scores 


905 


1 


208-225:3345 


906 


1 


116-133:2747 


926 


3 


266-286:2107 431-450:2017 494- 
509:2005 


927 


1 


307-329:2730 


930 


9 


204-221:1978 259-275:1735 


939 


1 


88-116:1861 


950 


3 


343-368:2429 440-456:2054 498- 
513:2344 


951 


1 


676-696:2381 


952 


1 


79-95:2605 


955 


1 


178-196:2063 


958 


1 


394-414:2626 


964 


1 


735-758:3292 


968 


1 


84-99:2458 


969 


4 


59-75:2180 119-134:2458 415- 
433:2785 501-522:2904 


970 


1 


267-284:3132 


975 


3 


192-208:2437 279-296:1885 392- 
409:2589 


976 


3 


266-282:2437 353-370:1885 466- 
483:2589 


992 


1 


1065-1083:1762 


993 


1 


124-141:2188 


996 


1 


450-474:2798 


1003 


1 


313-334:2372 


1018 


5 


71-95:2393 145-166:2340 187- 
204:1848 237-256:3231 297- 
318:1783 


1023 


1 


239-257:2651 


1024 


1 


377-395:1757 


1025 


1 


339-357:1757 


1032 


3 


192-214:1749 266-284:1879 425- 
444:2199 


1039 


2 


152-168:2052 244-259:1761 


1042 


3 


110-124:2032 198-214:1804 512- 
531:2204 


1050 


2 


460-476:2094 570-590:2709 


1055 


1 


306-332:2732 


1062 


2 


82-97:2605 165-182:2300 


1071 


5 


84-100:2101 214-230:2609 380- 
395:2074 456-478:1922 536- 
553:1999 


1085 


2 


40-69:2283 99-120:1980 


1094 


4 


93-108:2432 170-187:2464 205- 
220:2179 241-265:2052 


1098 


2 


142-158:1937 197-216:2428 


1099 


1 


550-567:3380 


1110 


1 


105-127:2966 


1117 


2 


225-240:1816 473-494:3219 


1118 


1 


234-255:3219 


1130 


1 


1245-1266:3138 


1143 


1 


80-99:2954 


1144 


1 


194-213:2954 


1146 


1 


233-249:2778 
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TABLE 8 



SEQ ID NO: 


Number of TM 


TM range: scores 


1169 


1 


39-68:2097 


1180 


1 


77-100:1932 


1194 


1 


105-121:2609 


1195 


1 


86-104:1835 


1197 


1 


202-221:2761 


1213 


1 


692-715:1701 


1223 


1 


347-363:2829 


1234 


1 


555-570:1891 


1237 


1 


518-537:2980 


1240 


1 


676-696:2930 


1245 




89-105:1701 156-172:2335 


1247 


1 


856-879:3766 


1249 


1 


211-237:3134 


1251 


2 


82-99:2126 203-219:2134 


1252 


2 


75-92:2355 196-212:2053 


1264 


3 


189-206:2466 247-266:1853 321- 




336:1839 


1265 


1 


580-604:2903 


1266 


1 


580-604:2903 


1274 


1 


56-70:2193 


1275 


1 


719-739:2381 


1279 


1 


155-175:2511 


1284 


3 


89-105:1748 155-173:2433 350- 




366:2126 


1289 


1 


471-489:2039 


1290 


1 


195-212:1943 


1292 


1 


241-263:2676 


1293 


1 


241-263:2676 


1306 


1 


610-625:2249 


1310 


1 


201-221:1908 


1313 


1 


201-217:2496 


1315 


1 


59-75:2149 


1316 


1 


59-75:2149 


1319 


4 


200-217:2717 258-273:1781 295- 




j lo.ZUZo H-IO-H-jO.Zj /j 


1322 


1 


356-381:1996 


1330 


2 


86-104:2471 167-190:2177 


1337 


1 


194-209:1865 


1341 


2 


144-165:2452 216-235:1700 


1349 


2 


102-117:3056 174-195:2254 


1363 


1 


435-452:2888 


1364 


1 


235-254:3185 


1368 


1 


114-134:1898 
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TABLE 9 



SEQ ID NO: of 

full-length 

nucleotide 

sequence 


SEQ ID NO: of 

fill J M 

full-length 
peptide 

sequence 


SEQ ID NO: of 
contig nucleotide 
sequence 


SEQ ID NO: of 
contig peptide 
sequence 


Identification of 
Priority Application 
that contig nucleotide 

sequence was filed 
(Attorney Docket 
No. SEQ ID NO.) * 


1 

l 


uoj 


i Joy 


1967 


784 954b 


2 


oou 


13 /{J 


1968 


784 9546 


3 


6£7 
uo / 


13/1 


1969 


784 9546 


4 


uoo 


ID /A 


1970 


784 9546 


5 


68 Q 


ID ID 


1971 


787 7048 


6 


! fiOfl 


1 17/1 
YD /4 


19/2 


784 2242 


7 


601 


1 D ID 


1973 


784 6005 


o 




ID ID 


1974 


788 2591 


0 


uio 








1 0 


0:7 H" 


1 inn 
Yd 1 1 


i r\'~i jt 

1975 


789 2432 


1 J. 


Qi? J 










606 
oyo 








J. J 


607 
\jy / 


1 1'7C 
I J / O 


1976 


784 3765 


14 


60S 

OZ70 


1 d ly 


\911 


784 6649 


1 5 


600 
oyy 








16 

J. w 


700 


IjoU 


1 flTO 

19/5 


784 6766 


17 


701 


loo 1 


1979 


784 4050 


18 


709 




19oU 


787 10261 


19 

* 


7fR 


1 1 51 

1 JOJ 


1 no 1 
1981 


787 6018 






1 1 Q/t 
1jo4 


1982 


784 6424 


21 


70S 


1 JOJ 


1983 


787 10201 


22 


706 


1 JOU 


1984 


785 2688 


23 


707 
/ \J i 


1 1S7 

1 JO / 


1 HOC 


784 420 


24 


708 


1 1 QC 
lJOO 


1986 


784 5130 


25 


709 


1 1SO 

i joy 


198 / 


789 1109 


26 


710 


1 ^on 


1 no o 


784 5141 


27 


71 1 


1 ^01 


1 oon 


784 2214 


28 


719 


1 ^09 




784 2214 


29 


713 


1J7J 


i nn 1 

iyy i 


784 5125 


30 


714 


L J7^ 


1992 


784 2076 


31 


71 5 


Ij^j 


i om 

iyy3 


784 2076 


32 


716 


1 jyo 


1 CidA 

1994 


784 4128 


33 


717 


1 J7 / 


i nn< 
iyyj 


787 2409 


34 


71 8 


1 3Q£ 

lJ70 


iyyo 


784 3232 


35 


710 


i jyy 


1 c\c\n 

1997 


784 10218 


36 


790 




1998 


787 2961 


37 


791 


1 Am 

1H-U 1 


1 onn 

iyyy 


784 1254 


38 


799 


1 AH9 


O AAA 

2000 


784 583 


39 


793 


LHKJD 


o r\n 1 
2UU1 


784 8056 


40 


794 


i Af\A 


2002 


784 3284 


41 


79 S 


1 Af\^ 
14UD 


2003 


784 5767 


42 


726 


1406 


2004 


784 1548 


43 


727 


1407 


2005 


784 3819 


44 


728 


1408 


2006 


784 582 


45 


729 


1409 


2007 


784 1390 


46 


730 


1410 


2008 


784 4142 


47 


731 


1411 


2009 


785 3653 


48 


732 


1412 


2010 


785 3653 


49 


733 


1413 


2011 


785 3653 


50 


734 


1414 


2012 


785 3653 
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TABLE 9 



SEO TD NO- nf 

full-Ienpth 

nucleotide 

sequence 


otto tti Tvrr^, n r 
OJCA^ 1XJ 1NU: ot 

1 Uli-lCJUg in 


SEQ ID NO: of 
contig nucleotide 
sequence 


SEQ ID NO: of 
contig peptide 
sequence 


Identification of 
Priority Application 
that contig nucleotide 

sequence was filed 
(Attorney Docket 
No. bEG ID NO.) 


51 


735 


1415 


901 ^ 


/o4 3 I 


52 


736 








53 


737 


1416 


9014 


/o4 3092 


54 


738 


1417 


901 ^ 


/o4 382 


55 


739 








56 


740 


1418 




/o/ 1538 


57 


741 


1419 

X J x ^ 


901 7 


/oj 226 [ 


58 


742 


1420 


901 £ 


/o4 2152 


59 


743 


1421 

_ "<_ * X 


901 0 
zu i y 


/o4 47/2 J 


60 


744 


1422 


9090 
ZUZU 


/o4 3345 


61 


745 


1423 


9091 
ZUZ I 


/o /_y691 | 


62 


746 


1424 

X 1 A~ 


9099 


/o7 9691 | 


|~63 


747 


1425 


909^ 


— no 1 /i 

/9__14o | 


64 


748 


1426 

x r z^ v_/ 


909/1 




65 


749 


1427 

x rz^ / 


909 *\ 


J ~7QC\ 1 Til 1 

/oy 1 /22 ' | 


66 


750 








67 


751 


1428 


9096 


/o4 /O/ 1 


68 


752 


1429 


9097 


/o4 4oy/ ! 


69 


753 


1430 


9098 


-76c 1Q7 1 

/oo iy/ 


70 


754 


1431 

JL 1 JL 


9090 


/o4 loUl 


71 , 


755 


1432 


9010 


7QO '7/1 /C/C 


P72 


756 


1433 ~ 


_____ - 


T Q — QfM /I 

/o/ _>U14 ; 


73 


757 


1434 


9019 


no A 1<Ar ~~ 


74 


758 


1435 


9011 

-UJ J 


/o4_loUc> j 


75 


759 


1436 


9014. 


— OA £iA£ir\ i 

/o4 o4o(J I 


76 


760 


1437 

x r / 


901^ 

— VJ J J 


/o4 I0U0 


77 


761 


1438 


9016 


— O/l 1 

/o4_l i 15 


|~78 


762 


1439 


9017 


/oD I4o(J 


79 


763 


1440 


901R 


— 5?/1 O/CQ 1 

/o4 yo_>i 


80 


764 


1441 

jl i r jl 


9010 


/o4 Dyoz 


81 


765 


1442 


904.0 


7ft/i CQ/ro 

/o4 Dyo_; 


82 


766 


1443 

— - 1 1 _v 


9041 


7 Q/1 ^Q<o 

/o4 jyoz 


83 


767 


1444 

-A- 1 1 1 


9049 


/04 /lUo 


84 


768 


1445 


9041 


/o4 zjyz 


85 


769 


1446 


9044. 


/ 04 4ZZ / 


86 


770 


1447 


904^ 


noA nnAi 
/o4 / /4o 


87 


771 


1448 

-A- 11 _* 


9046 


/o4 DOI 


88 


772 


1449 

■JL i t ^ 


9047 


7QA /1 01 

/yu 4zi 


89 


773 


1450 


904. 8 


70Q ronn 

/oy ojuy 


90 


774 


1451 


904.0 


/of Zj4o 


91 


775 


1452 

-A- l w' Zw 


90^0 


— oa ioni 

/o4 ^oyz 


92 


776 


1453 


2051 


787 3685 


93 


777 


1454 


2052 


784 8321 


94 


778 


1455 


2053 


784 7951 


95 


779 


1456 


2054 


784 4225 


96 


780 


1457 


2055 


784 7169 


97 


781 


1458 


2056 


784 5044 


98 


782 


1459 


2057 


784 5670 


99 


783 


1460 


2058 


784 2357 


100 


784 


1461 


2059 


784 6637 
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TABLE 9 



j SEQ ID NO: of 
full-length 
nucleotide 

sequence 


1 SEQ ID NO: of 

_4* 111 a -m 

full-length 
peptide 

j sequence 


1 SEQ ID NO: of 

contig nucleotide 
1 sequence 


SEQ ID NO: of 
contig peptide 
sequence 


Identification of 
Priority Application 
that contig nucleotide 

sequence was filed 
(Attorney Docket 
Mo. SEQ ID MO.) * 


1 01 


1 78^ 


I 1462 


2060 


784 3755 




786 


I 1 A /TO 

1 1463 


2061 


784 9196 


1 03 


1 787 








1 04 


788 
t ' 


1 1 A £.A 

j) 14o4 


2062 


784 706 


1 OS 


! 78Q 

j / oy 


14oj 


2063 


784 706 


1 06 


I 7on 
! /yu 








1 07 


! 7Q1 

j / y I 








1 08 


/yz 


j 1466 


2064 


784 4289 


1 00 


i 7Q1 


t 1467 


2065 


784 7228 


1 1 0 




1 1 /I 

1468 


2066 


784 3033 


1 1 1 

111 


1 70^ 


! 1469 


2067 


784 6065 


1 1 9 


7Q6 

j /yo 


14/U 


2068 


785 2882 


1 1 3 


! 7Q7 

I /y / 


i 1 A *7 1 
14/1 


2069 


785 2882 


1 14 
i it 


1 70S 

1 /yo 


! 1472 


2070 


785 2882 


1 1 S 

1 JL J 


7QQ 

1 /yy 


1 1 /l TQ 

14 Id 


2071 


784 7266 


1 16 


I soo 


! 1 /1 1 A 

\ 14 /4 


2072 


784 7453 


1 17 


801 


\ 14 / D 


2073 


784 7453 


1 1 8 

I 1 o 


! 809 


1 AH£. 

i 14 /o 


2074 


788 13662 


1 1 9 


807 








1 90 
1 ^ w 


804 


14 / / 


2075 


784 2527 


1 21 

1 ^4 1 


80^ 


1 A HQ 
14 /5 


2076 


784 2968 


1 22 


806 

OUO 


1 Aid 

14 /y 


2011 


785 3195 


123 


807 


1 a on 
14oU 


2078 


785_3195 


124 


808 


1 /I Q 1 

14o 1 


2079 


r\ mm m} m» 

785 3195 


125 


800 


14oZ 


20o0 


790 14016 


126 s 


810 


1 A Q1 

14o3 


O A O 1 

208 1 


790 21053 


127 1 


811 1 
oil j 


1 /I QA 

14o4 


O AOO 

2082 


787 9817 


128 1 


819 1 


1 /t 0^ 
14oD 


A O O 

2083 


784 4047 


129 1 


813 

Ol J , | 


14oO 


2084 


A A f~\ A mm 1 

784 4047 


l^o i 


8 14 

o LH 


14o / 


<^ AO £7 

2085 


mm} jf-. « J — j 

784 4047 


131 


81 ! 


14oo 


2086 


787 9324 


132 


816 f 

O 1 0 | 


1 A QQ 

i4oy 


2087 


mm) my -m ym rs. 

785 3086 


1 33 i 


817 i 

OH J 


1 /I OA 

I4yu 


1 A O O 

2088 


785 3086 


134 


818 i 
oio ! 


1 /lOI 

i4y i 


<"> A O A 

2089 


/^l A mm* jm m _ 

784 7345. 


1 35 f 


81 Q 

Ol7 


i a no 
14yZ 


A A Art 1 

2090 


784 8313 


136 T 


890 I 


1 A 

i4yj 


AAA 1 

2091 


787 71 


1 37 


891 ! 

OZ 1 


i4y4 


A A A A 

2092 


784 5644 


1 38 I 

J, JO I 


899 
ozz 


i /f n< 
14yD 


2093 


790 16836 


1 39 i 


89Q 
OZj 


1 A Q/T 

i4yo 


A A A /I 

2094 


784 7226 


140 I 


894 
OZ4 


1 A C\H 

i4y / 


A A A 

2095 


mm y*v y 44 a^ a 

784 1134 


141 

1 *T 1 


89<\ 
OZj 


1 a no 
14yb 


A A A ^ 

2096 


784 7001 


142 


826 


1499 


2097 


784 7001 


143 


827 


1500 


2098 


788 3086 


144 


828 


1501 


2099 


787 1984 


145 


829 


1502 


2100 


784 3145 


146 


830 


1503 


2101 


784 3145 


147 


831 


1504 


2102 


784 1806 


148 


832 


1505 


2103 


784 1806 


149 


833 


1506 


2104 


788 594 


150 


834 


1507 


2105 


784 3693 
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SEQ ID NO: of 

full-length 

nucleotide 

sequence 



TABLE 9 



SEQ ID NO: of 

full-length 

peptide 

sequence 



SEQ ID NO: of 
contig nucleotide 
sequence 



SEQ ID NO: of 
contig peptide 
sequence 



Identification of 
Priority Application 
that contig nucleotide 

sequence was filed 
(Attorney Docket 
No. SEQ ID NQ.) * 



151 



152 



153 



154 



155 



156 



157 



158 



159 



835 



836 



837 



838 



839 



840 



841 



842 



843 



1508 



1509 



1510 



1511 



1512 



1513 



1514 



1515 



1516 



2106 



2107 



2108 



2109 



2110 



2111 



2112 



2113 



2114 



785 531 



785 531 



784 7408 



787 5951 



790 632 



792 5495 



785 1317 



784 8634 



784 8634 



160 



161 



162 



163 



164 



165 



166 



167 



168 



169 



170 



171 



172 



173 



844 



845 



846 



847 



848 



849 



850 



851 



852 



853 



854 



855 



856 



857 



1517 



1518 



1519 



1520 



1521 



1522 



1523 



1524 



1525 



1526 



1527 



1528 



1529 



1530 



2115 



2116 



2117 



2118 



2119 



2120 



2121 



2122 



2123 



2124 



2125 



2126 



2127 



2128 



784 4818 



784 4818 



785 793 



784 1834 



784 1834 



784 295 



787 2031 



784 2673 



784 2673 



784 2673 



784 3244 



784 9676 



784 7453 



784 2939 



174 



858 



1531 



2129 



784 2939 



175 



176 



177 



178 



179 



180 



181 



182 



183 



859 



860 



861 



862 



863 



864 



865 



866 



867 



1532 



1533 



1534 



1535 



1536 



1537 



1538 



1539 



2130 



2131 



2132 



2133 



2134 



2135 



2136 



2137 



787 2042 



787 2042 



784 3037 



787 8909 



784 7563 



792 7045 



790 1109 



784 4483 



184 



185 



186 



187 



188 



189 



190 



191 



192 



193 



194 



195 



196 



197 



198 



199 



200 



868 



869 



870 



871 



872 



873 



874 



875 



876 



877 



878 



879 



880 



881 



882 



883 



884 



1540 



1541 



1542 



1543 



1544 



1545 



1546 



1547 



1548 



1549 



1550 



1551 



1552 



1553 



1554 



2138 



2139 



2140 



2141 



2142 



2143 



2144 



2145 



2146 



2147 



2148 



2149 



2150 



2151 



2152 



784 4483 



787 2061 



784 5083 



785 571 



784 2517 



784 2138 



784 9072 



787 9212 



784 5182 



784 5182 



784 5182 



788 11145 



785 3208 



785 2364 



787 6120 
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TABLE 9 



SEQ ID NO: of 


SEQ ID NO: of 


SEQ ID NO: of 


SEQ ID NO: of 


1 Identification of 


tuil-lengtn 


■O- .... 11 • » -a 

full-length 


contig nucleotide 


contig peptide 


j Priority Application 


nucleotide 


peptide 


sequence 


sequence 


1 that contig nucleotide 


ScqUclI^c 


sequence 






1 sequence was filed 










| (Attorney Docket 










l No. SEQ ID NO.) * 


201 


885 








202 






Z 133 


785 2555 


203 


887 


lJ JO 


9 1 *ZA 
Z 134 


j 785 2555 


204 


888 

o o o 


1 ^*C7 
133 / 


Z133 


/88 5026 


205 


889 


1330 


Z130 


785 2399 


206 


800 


iz>z>y 


Z13 / 


] 785_3 16 


207 


891 


L30U 


Z135 


! 784 8768 


908 


£Q9 


1 

130 1 


zl3y 


784 6600 


209 




1 ^£9 
130Z 


ZloU 


1 785 3574 


210 




1303 


0 1 1 
zlul 


787 223 


211 




1304 


zloZ 


784_1272 


212 


896 


13D3 


ZI03 


784_1358 


213 


897 


1JOO 


0 1 A/t 
Z104 


1 TOT /I /t /i T 

787_4447 


214 


S9S 

O J7 O 


1 ^£7 
130 / 


Zlo3 


1 HOT AAA *~t 

1 787 4447 


215 


899 


1300 


O 1 

ZlOO 


784 4287 


216 


900 

~s \J\J 


1 S69 


9 1 ^7 
ZIO / 


i 70/I t~i r\tz 

/o4 7705 


217 


901 


1 570 


7 1 rf^Q 

z loo 


1 TO/1 1 ^ t A 

| 7o4 1214 


218 


902 


1 571 
13 / 1 


7 1 £G 


' TO /I O O OT 

784 3287 


219 


90S 


1 S79 

1 3 /Z 


Z i /u 


784 3287 


1 220 


904 


1 ^7^ 
13/3 


0171 
Zl / 1 


784 3950 


221 


905 


1 ^lA 
ID /H- 


Zl /z 


tot /r rvyr 1 

787 5951 


222 


906 


1 S7^ 
13/3 


Zl /3 


too 0 nrv ^ 

788 8994 | 


223 


907 


13 /O 


Z 1 /4 


TO /I TOOT 

784 7827 


224 


908 
\j \j 


1 ^77 

13 / / 


7 1 ^7^ 
Zl /3 


TO/t AfO i 

784 952 | 


225 


909 


1 578 


9 1 7^ 
Z 1 /O 


TO/i ncn 1 
/o4 952 


226 


910 


1 570 
13/7 


7 1 '7'7 

Zl / / i 


TO A f\0 

784 952 | 


227 


911 








228 


912 


1 5°.o 


7 1 'TQ ! 
Zl / O j 


TOO iCO r\ yl 

7oo 6394 


229 


913 


1 SSI 


Zl ly | 


784 6391 | 


230 

X^ h/ v/ 


914 




O 1 C A 1 

ZloU ! 


T 0 A *if~tr\ I 

784_7670 I 


231 i 

xw«^ x 


91 5 


13 03 


0101 1 
zlo 1 1 


T O /t >l Tr\£T 

784_4795 \ 


232 


916 


IJOt 


ZloZ | 


to /I ir\ri/i 

784 3004 


233 


917 


13 03 


O 1 CI i 

Zlo3 | 


784 3004 j 


234 


918 


1 5R£ 

1JOO 


Z lo4 1 


'H 0 A 1 r\r\ a 

784 3004 


235 


919 


1 5R7 

13 O / 


Of 1 

Zlo3 [ 


TPl/"\ 1 1 /I O j 

790 1148 1 


236 


920 


1 58°. 


ZiOD ! 


TO A T^Tl/T 

784 7696 ; 


237 


921 


1 

u 07 


9 1 87 I 
ZlO/ J 


TOT TflCT 

/o7 7957 


238 


922 


IJ7U 


Zloo 


TOT Tr\£"T 

787 7957 


239 


923 


1 S91 


7 1 CO i 

zioy | 


Hon ^nrn 

787_7957 


240 


924 


1 S09 


z iyu 


TOT HAn I 

787 7957 J 


241 

Xw | x 


925 


1 SQ^ 

1 3i?3 


ziyi j 


TOT TACT 

787_7957 j 


242 


926 


1594 


2192 1 


784 4718 ! 


243 


927 


1595 


2193 


785 3642 


244 


928 


1596 


2194 


787 6699 


245 


929 


1597 


2195 


784 6067 


246 


930 








247 


931 


1598 


2196 


784 8379 


248 


932 








249 


933 


1599 


2197 


784 6418 


250 


934 
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-full Iono"rf"I"i 
1 UU-lcIlg III 

niiplprt'l'iflp 

AM. lit JVU 11UV 


ID NO: of 
iuii-iength 
pcpnue 


SEQ ID NO: of 
contig nucleotide 
sequence 


SEQ ID NO: of 
contig peptide 
sequence 


Identification of 
Priority Application 
that contig nucleotide 

sequence was filed 
(Attorney Docket 
l^Jo. SsILQ ID NO.) ** 


251 


935 








252 


936 


1 £00 


71 QR 

Z 170 


TO/1 O. AO A 

/o4 3Ue*U 


253 


937 


1 L?Lf J. 


9 1 QQ 


! /yz 3 j jy 


254 


938 


1 607 


9900 


7Q/t /in/io 


255 


939 


1 601 


9901 

ZZVJ 1 


! TQ7 /I O /I O 

/o / 4o4z 


256 


940 


1604 


9909 


1 7C/I 701 r 

! /o4 /olD 


257 


941 


1 605 


^701 


i 7Q/1 znzin 
1 /o4 3 /o / 


258 


942 


1 606 


77Azl 


70/1 f 7iC7 

/o4 5/0/ 


259 


943 


1 607 


770*1 


/o4 jIII 


260 


944 


1 60S 


9906 


1 TO /I f 777 

/o4_D/// 


261 


945 


160Q 

1UU7 


9907 


1 TO/f CTTT 

| /o4 0 / / / 


262 


946 


1610 


770Q 
ZZUo 


1 TO /I CTTT 

/o4 5777 


263 


947 


161 1 
ion 


7700 

zzuy 


f T O /I /t O /I A 

/o4 4o49 


264 


948 








265 


949 


1619 

1U1X 


771 O 
ZZ 1U 


1 TOT iTAcn 

/o7 6059 


266 


950 








267 


951 


161 3 


771 1 
ZZ1 I 


1 70/I icnn 
/o4_JjyU 


268 


952 


1614 


7717 
ZZ 1Z 


TO/1 in 


269 


953 


1615 


771 1 

ZZ I J 


TQA OTCA/C 


270 


954 


1616 


771 zl 


TO/t ^/I^Q 

/o4 o4oy 


271 


955 


1617 


771 S 

ZZ 1 J 


TOT OIOQ 

/o/ oi^y 


272 


956 


1618 


771 6 

ZZ 1 D 


TQ/1 Q 1 OO 

/o4 jioy 


273 


957 


1619 


771 7 
ZZI / 


TO/f 1 /I CO 

/o4 14jy 


274 


958 

S \J 


1 620 


771 8 
ZZ 1 o 


TQA 1 1 A/IT 

/yui iy4 / 


275 


959 


1621 


771 Q I 
ZZ i zf 


TQ/l /1AAT 

/o4 4UU/ 


276 


960 


1622 


7770 ; 
ZZZU j 


TO/t /1AAT 

/o4 4UU/ 


277 


961 


1623 


777 1 
ZZZ J. 


7O/I /1AAT 

/o4 4UU/ 


278 


962 


1624 


7777 


/o4 4UU/ 


279 


963 








280 


964 


1625 


2223 


784 1398 


281 


965 


1626 


2224 


785 2523 


282 


966 








283 967 


1627 


2225 


784 10126 


284 


968 


1628 


2226 


785 3232 


285 


969 


1629 


2227 


785 3232 


286 


970 


1630 


2228 1 


784 9436 


287 


971 


1611 

JL VJ .J 1 


2229 | 784 6743 


288 


972 


1 61? 


2230 


789 4182 


289 


973 


1611 


2231 


784 8857 


290 


974 


1614 


2232 


784 1226 


291 


975 


1615 


2233 


787 2898 


292 


976 


1636 


2234 


787 2898 


293 


977 


1637 


2235 


784 3743 


294 


978 


1638 


2236 


790 1713 


295 


979 


1639 


2237 


790 1713 


296 


980 








297 


981 


1640 


2238 


787 371 


298 


982 


1641 


2239 


784 10083 


299 


983 








300 


984 


1642 


2240 


787 1611 
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TABLE 9 



SEQ ID NO: of 


SEQ ID NO: of 


SEQ ID NO: of 


SEQ ID NO: of 


Identification of 


full-length 


full-length 


contig nucleotide 


contig peptide 


Priority Application 


nucleotide 


peptide 


sequence 


sequence 


that contig nucleotide 


sequence 


sequence 






sequence was filed 










(Attorney Docket 










No. SEQ ID MO.) * 


101 


70J 


1 £LAO. 

1043 


2241 


787 161 1 


109 


you 


1 £ZA A 

1044 


OO /! O 

2242 


784 7755 


101 


QS7 








104 


OSS 








105 


QSQ 


1 &.A < 
1043 


OO/I Q 

zz43 


784 264 


106 


QQO 

yyv 


1040 


OO /I /I 

2244 


784 9739 


107 


QQ1 


1 &.A 1 

lo4 / 


OO vl ^ 

2245 


784 6525 


ior 


yyz 


1 £LA Q 

lo4o 


2246 


784 4625 


10Q 




LMy 


O O /I T 

2247 


787 8999 


no 


QQil 
774 


iODU 


2248 


787 2386 


1 1 1 

Oil 


yyo 


lOJ 1 


2249 


784__4743 


11 9 


QQ£ 

yyo 


1 ^< O 


zz50 


784 6535 


n i 


QQ7 

7 7 / 


1 ^^'S 
lOJJ 


IOC 1 

ZZD 1 


784 8245 


j it 


QQG 

yyo 


1004 


ZZDZ 


784 4654 


115 


QQQ 




z25J 


784 3551 


116 


1 nno 




ZZD4 


784 5827 


117 


1 001 
1 \J\J 1 


10D / 


ZZJJ 


784 4984 


J 1 o 


1 009 
1UUZ 


lODo 


Zz5o 


784 4984 


11 Q 

■J 127 


1 OOI 


10D7 


2257 


784 3145 


190 


1 OOzL 


100U 


ZZDb 


784 8058 


191 


1 00^ 


loo 1 


2259 


784 3657 


199 


1 006 
1UUO 


1 *^o 
lOOz 


2260 


785 H9l ; 


191 


1 007 
1 \J\J / 


1003 


zzol 


784 5580 


194 


1 00R 


1004 


2262 


784 6281 


195 


1 000 

1UU7 


1003 


zzo3 


*7 O /I O 1 CI C 

784 2185 


196 


1010 

1 U 1 \J 


1000 


zzo4 


TOT rtT 

787 497 


127 


101 1 

lull 


100 / 


ZZDJ 


T O A A i\ A>~l 

784 4047 


12R 

JZ.O 


1019 

1U1Z 


1 ^AC 
lOOo 


zzoo 


TO/1 OTT^> 

784 8772 


190 


1011 

1 \J ID 


1 ££Q 

1007 


zzo/ 


T/"\ 1 1 O 1 T 

791 3817 


110 


1014 

1 W 1*T 


lO /U 


OOiCO 
ZZOO 


T/"\ 1 1 O 1 T 

791 3817 


111 


1 01 5 


10 / 1 


2269 


to a a i i e? 

784 8115 


119 


101 6 
1 U 1 o 


1 /^o 
lO /z 


22 /U 


T O A 1 1 yl 1 

784 3141 


ill 
JJJ 


1017 

1 U 1 / 


10/3 


2z /l 


TO /I 11^1 

784 3141 


114 


1 01 £ 

1V/1 o 


1 fJlA 
lO /4 


OTTO 

2272 


TOT 1 /^r 

787 1645 


115 


1 01 Q 

1 w 1 7 


1 67<C 
lO / D 


oooo 
22/3 


785 256 


116 


1 090 


1 /=C7£ 
10 /O 


OOO /f 

22/4 


T O vt 1 T1 O 

784 1733 


337 


1 09 1 


1 677 
1 0 / / 


z2 /3 


TO /I lOCO 

7o4 lo5o 


_J -J O 


1 099 


10 /o 


2276 


T O /I 1 O .C O 

784 1858 


119 


1 091 
1 UZj 


10/7 


oooo 
2211 


790 5163 


140 


1 094 


lOoU 


oooo 

2278 


TO ZT 1 /\0 

785_102 


141 


1 095 


lOo 1 


OOTO 

2279 


785 102 


342 


1026 


1682 

-i- V_/ V-J <w 


99S0 


7P.7 4041 

/ O / Hut 1 


343 


1027 


1683 


2281 


792 3856 


344 


1028 


1684 


2282 


787 3012 


345 


1029 


1685 


2283 


787 3012 


346 


1030 


1686 


2284 


784 1108 


347 


1031 


1687 


2285 


785 435 


348 


1032 


1688 


2286 


785 2364 


349 


1033 


1689 


2287 


784 2969 


350 


1034 


1690 


2288 


784 7604 
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TABLE 9 



SEQ ID NO: of 

full-length 

nucleotide 

sequence 



351 



352 



353 



354 



355 



356 



357 



358 



359 



SEQ ID NO: of 

full-length 

peptide 

sequence 



SEQ ID NO: of 
contig nucleotide 
sequence 



SEQ ID NO: of 
contig peptide 
sequence 



1035 



1036 



1691 



2289 



1037 



1692 



2290 



1038 



1693 



1039 



1694 



1040 



1695 



1041 



1696 



1042 



1697 



1043 



1698 



2291 



2292 



2293 



2294 



2295 



2296 



Identification of 
Priority Application 
that contig nucleotide 

sequence was filed 
(Attorney Docket 
No.. SEQ ID NO.) * 



787 3016 



784 2242 



790 2603 



787 6999 



784 3526 



784 6134 



784 5025 



784 2119 



360 



361 



362 



363 



364 



365 



366 



1044 



1699 



1045 



1700 



1046 



1701 



1047 



1702 



1048 



1703 



1049 



1050 



1704 



2297 



2298 



2299 



2300 



2301 



2302 



787 2782 



784 10271 



785 2701 



784 9892 



785 1616 



785 366 



367 



368 
369 



1051 



1705 



1052 



1053 



1706 



2303 



2304 



784 8058 



789 1756 



370 



371 



372 



373 



374 



375 



376 



377 



378 



379 



380 



381 



382 



383 



384 



385 



386 



387 



388 



389 



1054 



1707 



1055 



1708 



1056 



1709 



1057 



1710 



1058 



1711 



1059 



1712 



1060 



1713 



1061 



1714 



1062 



1715 



1063 



1064 



1716 



1065 



1717 



1066 



1718 



1067 



1719 



1068 



1720 



1069 



1721 



1070 



1722 



1071 



1723 



1072 



1724 



1073 



1725 



2305 



2306 



2307 



2308 



2309 



2310 



2311 



2312 



2313 



2314 



2315 



2316 



2317 



2318 



2319 



2320 



321 



2322 



2323 



787 10036 



784 8381 



787 4467 



787 4467 



787 4467 



787 4467 



784 8234 



784 470 



784 8240 



784 9166 



784 7964 



790 21118 



784 6659 



784 8264 



787 2108 



784 4485 



784 4689 



785 1448 



785 3350 



390 



391 



392 



393 



394 



395 



396 



397 



398 



399 



400 



1074 



1726 



1075 



1727 



1076 



1728 



1077 



1729 



1078 



1730 



1079 



1080 



1731 
1732 



1081 



1733 



1082 



1734 



1083 



1735 



1084 



1736 



2324 



2325 



2326 



2327 



2328 



2329 



2330 



2331 



2332 



2333 



2334 



784 4428 



787 5857 



784 8283 



784 8283 



784 160 



784 160 



784 160 



784 160 



784 160 



785 3693 



7RR 8Q1S 
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TABLE 9 



&iLtKl 1X1 INU: 01 


SEQ ID NO: of 


SEQ ID NO: of 


SEQ ID NO: of 


Identification of 


iuii-iengin 


tuii-iengtn 


contig nucleotide 


contig peptide 


Priority Application 




pepiiue 


sequence 


sequence 


that contig nucleotide 










sequence was filed 










(Attorney Docket 












401 


1085 


17^7 


9335 


7527 7^7 
/ 0 / ID / 


402 


1086 


1 

1 / JO 


\ ?H6 

J Z> J JU 




403 


1 1087 




1 iijj / 


784 1A17C 


404 


1088 


1 740 

1 / I -r\J 


9^8 


7C/1 1H17Q 


405 


1 1089 

1 1 >^ ^ 


1741 
i / ti 


! 9^^Q 

I Z JJ " 


752/1 C*!'}^ 


406 


1090 


1 74? 




/ oDJD 


407 


| 1091 


174^ 


1 9^4.1 


lOH- QDDD 


408 


1092 


1 7dd 


9^9 
j Zj4Z 


70/1 C2A1 


409 


1 1093 


1 /HO 


| Zj^j 


/o4 ODUL 


410 


1094 


1 746 


9 "3 Ad 
] Zj44 


■ 7S?7 1 A1 


411 


i 1095 








412 


1096 


1747 

1 / *T / 


9^45 
j ZjH-J 


7C7 /t/1Q<5 


413 


1 1097 


1748 


1 9^J.fi 

| ZjH'D 


/o/ 44VO 


414 


1098 


174Q 

1 / t7 


1 01A1 




415 


1099 


1 750 


f 9^zlS 


707 /i^nr^ 

/o/ 4DUU 


416 


1100 


1751 

X / J X 




/oj Joyy 


417 


1 1101 


1752 


9^0 


/o4 VDZ 


418 


! 1102 


1753 


9^^1 


/o4 yoz 


419 


1103 


1754 


9^S9 

ZJ 


7527 1 5271 
(Of lo / 1 


420 


1104 

JL JL \J 1 


1755 


! ZjJj 


752J. 1 52^^ 


421 


1105 

JL JL 


1756 


ZjJH' 


752^\ 752/1^ 


422 


1106 


1757 


J7 J J 


752zl 071/1 
/o4 yzi4 


423 


1107 


1758 




752/1 77^7 
/o4 AjLjz, 


424 


1108 


1759 


9^S7 


752/1 97^7 
/ 04 LZ.DZ, 


425 


1109 


1760 

X / \J\J 


^JJO 


7Q9 ^1/1Q 

/yz oi4y 


426 1 


1110 

J- J- J. v/ 








427 


1111 

A 1 JL JL 


1761 

J- / W X 




752/1 ^7H7 
/o4 O/UZ 


428 


1112 

All A* 


1762 




75A 52^<C/1 
/o4 OOD4 


429 


1113 

111 *j 








430 


1114 

JL J. JL I 








431 


1115 

111 -mS 


1763 

x / w — j 




7Q7 071^ 


432 


1116 1 








433 


1117 


1764 


9^69 


70c 052752 
/Oj Zo/o 


434 


1118 

iii 


1765 1 


7161 

lJUJ 


752^ 752752 
/ oD Zo /o 


435 


1119 

iii 


XI 66 1 


9^fiA 


752/1 inm< 

/04 lUUZO 


436 


1120 


1767 


9^6S 


/ o4 DZOj 


437 


1121 

1 1 H*— ' 1 


1768 


9^66 

ZjOO 


752*1 77^1 
/oj Z/jI 


438 


1122 

i 1 1^ i^ 


1 769 


9^67 


7527 /^O'i^ 
/O/ DZjO 


439 


1123 

JL JL J—t^J 


1 770 i 


9^AS 

ZjOO 


70c loco 
/oD 1ZDZ 


440 


\Y1A 

i i j— < i 








441 1 


1125 

JL JL £*+J 








442 


1126 


1771 


2369 


791 3415 


443 


1127 


1772 


2370 


785 3334 


444 


1128 


1773 


2371 


784 8215 


445 


1129 


1774 


2372 


784 10074 


446 


1130 


1775 


2373 


784 10074 


447 


1131 


1776 


2374 


784 3863 


448 


1132 








449 


1133 


1777 


2375 


784 2811 


450 1 


1134 


1778 


2376 


790 28311 
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TABLE 9 



kllA^J IX) rSKJl 01 
lun-iengin 

II U.C1CU title 


SEQ ID NO: of 

lull-length 

peptide 

aet| ut3iice 


SEQ ID NO: of 
contig nucleotide 
sequence 


1 SEQ ID NO: of 

contig peptide 
j sequence 


| Identification of 
1 Priority Application 
I that contig nucleotide 

sequence was filed 
(Attorney Docket 
No. SEQ ID NO.) 


451 


1 135 


1 77Q 


i 7Q77 


784 422 I 


1 452 


! 1136 


1 780 
A / oU 


\ I'XHQ 
Zj / o 


1 /85 1480 


| 453 


1 1137 


1 781 


j 0-2*70 

f Ld ly 


/b4 2520 


454 


1138 


1 789 

1 / OZ, 


1 91qa 

| ZooU 


| /o4 1312 


1 455 


i 1139 


1 78^ 

1 / OJ 


91Q 1 


/o4 633 


456 


1140 

1 X X " w 


1 784. 

I / 0*T 


1 9QQ7 
J ZjoZ 


1 Toe cor* 

/ oj 590 


457 


1 1141 


1 785 

1 / OJ 


| ZjoJ 


/of) 590 


\ 458 


1 142 


1 786 
1 / CD 


| Zjo4 


| /90 12519 


459 


I 1 143 


1 787 




784 7001 


460 


! 1 144 


1 788 


\ Zdoo 


/ 84 7001 


461 


f 1 145 

1 X X™«J 


1 780 
i / oy 


Ado 1 


TOO f iTn 

1 /oo 5657 


462 


1 146 

l -L A 1 v/ 


1 700 


i T2CQ 


i TO /I ^n/tr 

1 7o4 4745 


1 463 


1 147 


1 701 
i / y i 




1 TOT £in/ 

7o7 6106 


464 


1 148 


1 709 

i / y/* 


1 JLSy\) 


1 TOT OT<T~7 

/o7 2727 


465 


! 1 1 49 


1 701 
i /yj 




7o4_3950 


466 


1150 


1 704. 


! 9^Q9 


Ton 1 AC O A 

/yU_lU5o4 


1 467 


* 1151 

X X w' i. 


1705 


1 9107 


I T Q A O 1 T 

/o4 zolz 


468 


1152 

X X *s 4* 


1706 




tot on^rc 

/o/ zyoj 


469 


1153 


1707 


970^ 


I TQT in/TC 

/o/ zyo5 


1 470 


1154 

X X *J^T 


1708 
i / yo 




TOT O^/l 1 

/o/ oo41 


| 471 


1155 


1 700 
x / yy 


97Q7 


TOC OTT/l 

/o5 J /74 


1 472 


1 156 








1 473 


1157 

JL X / 


1 son 




TO /I O C /I T 

/o4 o54z 


474 i 

* 


1158 

X X u 


1 801 

1 OW I 


ZDyy 


TO/f OC/1T 

/o4 8542 


1 475 | 


1 159 

X X 








1 476 1 


1160 

X x w 


1 809 


z,H\)\J j 


THA 1 1 tZ IZ C 


477 1 


1161 

X X \J x 


1 801 


9/irn I 


toc /tin 
/o5 41U 


478 1 


1162 

X X \J «w 








479 


1163 


1804 


9409 

Z*+VJZ 


70/1 cnc/i 
/04 5U54 


480 


1164 








481 


1165 


1805 1 


ZHU J> j 


tqc 

/oj JUju 


482 


1166 

X X V-/ V/ 


1 806 1 

X OV/VJ J 




TOO /l/COQ 

/oy 4doj 


483 


1167 

X X V/ / 








484 


1168 

X X \J \j 


1 807 


9 AO 5 1 


70/1 /CO 1 ^ 

/o4 Do Id 


485 1 


1169 

X X \J *s 


1 808 


9A0£ ' 


noA CQQ1 

/o4 jyoi 


486 1 


1170 

X X # \J 


1 800 I 


ZH- U / j 


TOC imo 

/o5 oU/o 


487 


1 171 

X X / X 


1810 


9408 


70/1 1CO£ 

/o4 Z5oo 


| 488 1 


1172 

XX/ X* 


1811 i 

lull | 


9/1 AO 1 


TO/I /Tron 

/o4 6539 


489 


1 173 

X X / w» 


1819 ) 

1 0 1 jL [ 


9/1 1 A i 
Z4- 1U I 


TO>i zrcjn 

/o4 6539 


490 


111 A 

XX/ i 


1811 I 

J.01J [ 


Z^l 1 J 


TO/i ^cin 
/o4 6539 


| 491 


1 175 

X X / w» 


1814 ' 

1 O It j 


9/11 7 i 
Z^flZ I 


no A OA1 ^ 

/o4 oOlo 


492 


1176 


1815 


2413 


787 10370 


493 


1177 


1816 


2414 


784 5450 


494 


1178 


1817 


2415 


787 7533 


495 


1179 


1818 


2416 


785 3119 


496 


1180 


1819 


2417 


785 3120 


497 


1181 


1820 


2418 


785 3122 


498 


1182 


1821 


2419 


784 9756 


499 


1183 


1822 


2420 


784 4843 


500 


1184 


1823 1 


242 1 1 


784 441 
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TABLE 9 



SEQ ID NO: of 


SEQ ID NO: of 


SEQ ID NO: of 


SEQ ID NO: of 


Identification of 


full-length 
nucleotide 


full-length 
peptide 


contig nucleotide 
sequence 


i contig peptide 
sequence 


Priority Application 
that contig nucleotide 


sequence 


sequence 






sequence was filed 
(Attorney Docket 
No. SEQ ID NO.) - 


3U 1 


1 1 0£ 

I 1 53 


1 OO A 

1 8Z4 


O/l oo 

Z4ZZ 


/84 1 095 


3UZ 


1 1 O^C 
1 150 


1825 


O A OO 

Z4Z3 


/84 I 066 


3U3 


1 1 C7 
118/ 


1 oo^ 

1826 


O A O A 
2424 


785 206 


^ A/1 

3U4 


1 1 oo 
1155 


1 on 
1827 


o /i o c 

2425 


784 4128 


^ a< 
jUj 


I 1 oo 

I I ay 


1 oo o 

1828 


o /fo^r 

2426 


784 4128 


^ A/C 

3Uo 


i 1 nA 

i iyu 


1 ooo 

1829 


O /I O T 

2427 


784 4128 


3U / 


1 1 O 1 

1 Ly L 


1830 


O /I o o 

2428 


790 27336 


DUo 


1 1 AO 










i i ni 
1 1V3 


1831 


2429 


784 2678 


<r 1 a 
j 1U 


i iy4 


1832 


o /i o o 

2430 


784 3456 


3 11 


1 1 QCJ 

1 Lyj 








CIO 

0 IZ 


1 1 o/£ 

i iyo 


1 OO O 

1833 


I/O 1 

2431 


785 582 


3 13 


1 1 Q7 

1 Ly 1 








3 14 


1 1 oo 

i iyo 


1 OO A 

1834 


O A O O 

2432 


789 4888 


^ 1 ^ 


1 1 oo 
1 Lyy 


1833 


Z433 


Ton A t 

789 4172 


0 ID 
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784_XXX = SEQ ID NO: XXX of Attorney Docket No. 784 5 US Serial No. 09/488,725 filed 01/21/2000, the 
entire disclosure of which, including sequence listing, is incorporated herein by reference. This application is 
the parent application of a continuation-in-part application bearing Attorney Docket No. 784CIP, US 
Application Serial No. 09/552,317, filed April 25, 2000, which in turn is a parent application of continuation- 
in-part application bearing Attorney Docket No. 784CIP3A/PCT, PCT Serial No. PCTYUS00/35017 filed 
December 22, 2000, both of which are incorporated herein by reference in their entirety, including Tables, and 
Sequence Listing. 

785_XXX = SEQ ID NO: XXX of Attorney Docket No. 785, US Serial No. 09/491,404 filed 01/25/2000, the 
entire disclosure of which, including sequence listing, is incorporated herein by reference. This application is 
the parent application of a continuation-in-part application bearing Attorney Docket No. 785CIP3/PCT, PCT 
Serial No. PCT/USO 1/02623 filed January 25, 2001, which is incorporated herein by reference in its entirety, 
including Tables, and Sequence Listing. 
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787_XXX = SEQ ID NO: XXX of Attorney Docket No. 787, US Serial No. 09/496,914 filed 02/03/2000, the 
entire disclosure of which, including sequence listing, is incorporated herein by reference. This application is 
the parent application of a continuation-in-part application bearing Attorney Docket No. 787CIP, US 
Application Serial No. 09/560,875, filed April 27, 2000, which in turn is a parent application of continuation- 
in-part application bearing Attorney Docket No. 787CIP3/PCT, PCT Serial No. PCT7US0 1/03 800 filed 
February 5, 2001, both of which are incorporated herein by reference in their entirety, including Tables, and 
Sequence Listing. 

788_XXX - SEQ ID NO: XXX of Attorney Docket No. 788, US Serial No. 09/5 15,126 filed 02/28/2000, the 
entire disclosure of which, including sequence listing, is incorporated herein by reference. This application is 
the parent application of a continuation-in-part application bearing Attorney Docket No. 788CIP, US 
Application Serial No. 09/577,409, filed May 18, 2000, which in turn is a parent application of continuation-in- 
part application bearing Attorney Docket No. 788CIP3/PCT, PCT Serial No. PCT/US0 1/04927 filed February 
26, 2001, both of which are incorporated herein by reference in their entirety, including Tables, and Sequence 
Listing. 

789_XXX - SEQ ID NO: XXX of Attorney Docket No. 789, US Serial No. 09/519,705 filed 03/07/2000, the 
entire disclosure of which, including sequence listing, is incorporated herein by reference. This application is 
the parent application of a continuation-in-part application bearing Attorney Docket No. 789CIP, US 
Application Serial No. 09/574,454, filed May 19, 2000, which in turn is a parent application of continuation-in- 
part application bearing Attorney Docket No. 789CIP3/PCT, PCT Serial No. PCT/US0 1/04941 filed March 5, 
2001, both of which are incorporated herein by reference in their entirety, including Tables, and Sequence 
Listing. 

790__XXX = SEQ ID NO: XXX of Attorney Docket No. 790, US Serial No. 09/540,217 filed 03/31/2000, the 
entire disclosure of which, including sequence listing, is incorporated herein by reference. This application is 
the parent application of a continuation-in-part application bearing Attorney Docket No. 790CIP, US 
Application Serial No. 09/649,167, filed August 23, 2000, which in turn is a parent application of continuation- 
in-part application bearing Attorney Docket No. 790CIP3/PCT, PCT Serial No. PCT/US0 1/08631 filed March 
30, 2001, both of which are incorporated herein by reference in their entirety, including Tables, and Sequence 
Listing. 

791_XXX - SEQ ID NO: XXX of Attorney Docket No. 791, US Serial No. 09/552,929 filed 04/18/2000, the 
entire disclosure of which, including sequence listing, is incorporated herein by reference. This application is 
the parent application of a continuation-in-part application bearing Attorney Docket No. 791CIP, US 
Application Serial No. 09/770,160, filed January 26, 2001, which in turn is a parent application of 
continuation-in-part application bearing Attorney Docket No. 791CIP3/PCT, PCT Serial No. PCT/US01/8656 
filed April 18, 2001, both of which are incorporated herein by reference in their entirety, including Tables, and 
Sequence Listing, 

792_XXX - SEQ ID NO: XXX of Attorney Docket No. 792, US Serial No. 09/577,408 filed 05/18/2000, the 
entire disclosure of which, including sequence listing, is incorporated herein by reference. This application is 
the parent application of a continuation-in-part application bearing 792CIP3/PCT, PCT Serial No. 
PCT/US0 1/14827 filed May 16, 2001, which is incorporated herein by reference in its entirety, including 
Tables, and Sequence Listing. 
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WHAT IS CLAIMED IS: 

1 . An isolated polynucleotide comprising a nucleotide sequence selected from the group 
consisting ofSEQ ID NO: 1-684. 

2. An isolated polynucleotide encoding a polypeptide with biological activity, wherein 
said polynucleotide hybridizes to the polynucleotide of claim 1 under stringent hybridization 
conditions. 

3. An isolated polynucleotide encoding a polypeptide with biological activity, wherein 
said polynucleotide has greater than about 99% sequence identity with the polynucleotide of 
claim 1. 

4. The polynucleotide of claim 1 wherein said polynucleotide is DNA. 

5. An isolated polynucleotide of claim 1 wherein said polynucleotide comprises the 
complementary sequences. 

6. A vector comprising the polynucleotide of claim 1 . 

7. An expression vector comprising the polynucleotide of claim 1 . 

8. A host cell genetically engineered to comprise the polynucleotide of claim 1 . 

9. A host cell genetically engineered to comprise the polynucleotide of claim 1 
operatively associated with a regulatory sequence that modulates expression of the 
polynucleotide in the host cell. 

10. An isolated polypeptide, wherein the polypeptide is selected from the group consisting 
of: 

(a) a polypeptide encoded by any one of the polynucleotides of claim 1 ; 
and 

(b) a polypeptide encoded by a polynucleotide hybridizing under 
stringent conditions with any one of SEQ ID NO: 1-684. 
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11. A composition comprising the polypeptide of claim 10 and a carrier. 

12. An antibody directed against the polypeptide of claim 10. 

13. A method for detecting the polynucleotide of claim 1 in a sample, comprising: 

a) contacting the sample with a compound that binds to and forms a 
complex with the polynucleotide of claim 1 for a period sufficient to form the complex; and 

b) detecting the complex, so that if a complex is detected, the 
polynucleotide of claim 1 is detected. 

14. A method for detecting the polynucleotide of claim 1 in a sample, comprising: 

a) contacting the sample under stringent hybridization conditions with 
nucleic acid primers that anneal to the polynucleotide of claim 1 under such conditions; 

b) amplifying a product comprising at least a portion of the 
polynucleotide of claim 1 ; and 

c) detecting said product and thereby the polynucleotide of claim 1 in the 

sample. 

15. The method of claim 14, wherein the polynucleotide is an RNA molecule and the 
method further comprises reverse transcribing an annealed RNA molecule into a cDNA 
polynucleotide. 

16. A method for detecting the polypeptide of claim 10 in a sample, comprising: 

a) contacting the sample with a compound that binds to and forms a 
complex with the polypeptide under conditions and for a period sufficient to form the 
complex; and 

b) detecting formation of the complex, so that if a complex formation is 
detected, the polypeptide of claim 10 is detected. 

17. A method for identifying a compound that binds to the polypeptide of claim 10, 
comprising: 
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a) contacting the compound with the polypeptide of claim 10 under 
conditions sufficient to form a polypeptide/compound complex; and 

b) detecting the complex, so that if the polypeptide/compound complex 
is detected, a compound that binds to the polypeptide of claim 10 is identified. 

18. A method for identifying a compound that binds to the polypeptide of claim 10, 
comprising: 

a) contacting the compound with the polypeptide of claim 1 0, in a cell, 
under conditions sufficient to form a polypeptide/compound complex, wherein the complex 
drives expression of a reporter gene sequence in the cell; and 

b) detecting the complex by detecting reporter gene sequence expression, 
so that if the polypeptide/compound complex is detected, a compound that binds to the 
polypeptide of claim 10 is identified. 

19. A method of producing the polypeptide of claim 1 0, comprising, 

a) culturing a host cell comprising a polynucleotide sequence selected 
from the group consisting of any of the polynucleotides from SEQ ID NO: 1-684, under 
conditions sufficient to express the polypeptide in said cell; and 

b) isolating the polypeptide from the cell culture or cells of step (a). 

i 

20. An isolated polypeptide comprising an amino acid sequence selected from the group 
consisting of any one of the polypeptides SEQ ID NO: 685-1368. 

2 1 . The polypeptide of claim 20 wherein the polypeptide is provided on a polypeptide 
array. 

22. A collection of polynucleotides, wherein the collection comprising of at least one of 
SEQ ID NO: 1-684. 

23. The collection of claim 22, wherein the collection is provided on a nucleic acid array. 



24. The collection of claim 23, wherein the array detects full-matches to any one of the 
polynucleotides in the collection. 
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25. The collection of claim 23, wherein the array detects mismatches to any one of the 
polynucleotides in the collection. 

26. The collection of claim 22, wherein the collection is provided in a computer-readable 
format. 



